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BAX-RESPONSIVE GENES FOR DRUG TARGET IDENTIFICATION IN YEAST AND FUNGI 
Field of the invention 

The present invention relates to the identification of genes and proteins encoded thereof from 
yeast and fungi whose expression is modulated upon programmed cell death and which genes, 
proteins or functional fragments and equivalents thereof may be used as selective targets for 
drugs to treat infections caused by or associated with yeast and fungi or for the treatment of 
proliferative disorders or for the prevention of apoptosis in certain diseases. 

Background to the invention 

Invasive fungal infections (e.g. Candida sop.. Aspergillus spp., Fusarium spp.. Zygomycetes 
spp.) (Walsh, 1992) have emerged during the past two decades as important pathogens 
causing formidable morbidity and mortality in an increasingly diverse and progressively 
expanding population of immunocompromised patients. Those with the acquired immune 
deficiency syndrome (AIDS) constitute the most rapidly growing group of patients at risk for life- 
threatening mycosis. But fungal infections have also increased in frequency in several 
populations of other susceptible hosts, including very-low-birth-weight infants, cancer patients 
receiving chemotherapy, organ transplant recipients, burn patients and surgical patients with 
complications. 

These fungal infections are not limited to humans and other mammals, but are also important in 
plants where they can cause diseases or cause the production of unwanted compounds (e.g. 
Fusarium spp., Aspergillus spp., Botritis spp., Cladosporium spp.). 

Although recent advances in antifungal chemotherapy have had an impact on these mycoses, 
expanding populations of immunocompromised patients will require newer approaches to 
antifungal therapy. The discovery of novel antifungal agents is thus an essential element of any 
new antifungal therapy. 

Classical approaches for identifying antifungal compounds have relied almost exclusively on 
inhibition of fungal or yeast growth as an endpoint. Libraries of natural products, semi-synthetic, 
or synthetic chemicals are screened for their ability to kill or arrest growth of the target pathogen 
or a related nonpathogenic model organism. These tests are cumbersome and provide no 
information about a compound's mechanism of action. The promising lead compounds that 
emerge from such screens must then be tested for possible host-toxicity and detailed 
mechanism of action studies must subsequently be conducted to identify the affected molecular 
target. 
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Cells from multicellular organisms can commit suicide in response to specific signals or injury by 
an intrinsic program of cell death. Apoptosis is a form of programmed cell death which leads to 
elimination of unnecessary or damaged cells. Cells that are either unwanted or potentially 
harmful to the organism undergo the apoptotic process and show events like cell shrinkage, 
chromatin condensation, cytoplasmic condensation, digestion of nuclear DNA, loss of 
mitochondrial membrane potential, plasma membrane blebbing and phagocytosis of the cell 
debris (Schwartz, ef al. 1993). The Bcl-2 family of proteins is centrally involved in the control of 
the programmed cell death process (PCD). Proteins of this group belong either to the inhibitors 
of cell death (Bcl-2, Bcl-X0 or to the group of proteins promoting apoptosis (Bax. Bak) (Oltvai 
and Korsmeyer 1994; Knudson and Korsmeyer 1997; Reed etal. 1998). The ability of the Bcl-2 
family of proteins to regulate life and death of a cell is conserved across evolution. Finding of 
homologues of PCD regulatory genes in plants and animals suggests the possibility that some 
functions involved in this process may originally have evolved in unicellular organisms, before a 
divergent development between the plant and the animal kingdom had happened (Apte ef al. 
1995). 

Expression of the pro-apoptotic human or mouse Bax protein in Saccharomyces cerevisiae did 
induce cell death in this budding yeast (Sato ef al. 1 994; Greenhalf ef al. 1 996; Zha et al. 1 996). 
It was initially described as a process that resembled autophagy with dissolution of the internal 
organelles and vacuolisation. The apoptotic features characteristic for multicellular eucaryotic 
cells like morphological changes in nuclear shape and chromatin condensation, were not 
observed in this yeast (Zha et al. 1996). It was therefore suggested that Bax-induced cell death 
in S. cerevisiae is due to the toxicity of the Bax protein itself, mediated by a hypothetical pore- 
formation without any involvement of a death program (Muchmore et al. 1 996). 
Bax expression in the fission yeast Schizosaccharomyces pombe did in contrast show some of 
the typical apoptotic changes like DNA fragmentation, chromatin condensation, dissolution of 
the nuclear envelope and cytosolic vacuolisation, suggesting the presence of the evolutionary 
conserved PCD pathway in this unicellular eucaryote (Ink et al. 1997; Jurgensmeier ef al. 1997). 
Since it is very unlikely that species dependent differences in the toxicity of the Bax protein are 
the reason for this observed difference between the two yeasts, a bona fide cell death pathway 
may well be present in S. cerevisiae. 

Recent findings of a yeast mutant in the cell division cycle gene CDC48 show a number of 
morphological and molecular features that are considered typical indicators of apoptosis 
markers in metazoan cells: exposure of phosphatidylserine on the outer leaflet of the 
cytoplasmic membrane, DNA breakage as well as chromatin condensation and fragmentation, 
supporting the existence of a basic PCD machinery in this unicellular yeast. This theory was 
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supported by the analysis of a wild type yeast cell expressing the human Bax protein. 
Comprehensive tests for morphological markers of apoptosis did show a series of changes, 
identical to morphological markers defining apoptosis (Ligr, Madeo et al. 1998). Recent findings 
from the same group (Madeo ef al., 1999) implicate oxygen stress as a general regulator of 
apoptosis in yeast but the actual mechanism of Bax lethality in S. cerevisiae remains unclear. 
It is an aim of the present invention to provide new bax sequences for expression in yeast and 
fungi and tools for identifying yeast and Candida functions in the pathways leading to 
programmed cell death. 

It is an aim of the present invention to provide nucleic acids as well as polypeptides which 
represent potential molecular targets for the identification of new compounds which can be used 
in alleviating diseases or conditions associated with yeast or fungal infections. 
It is a further aim of the present invention to provide uses of these nucleic acid and polypeptide 
molecules for treating diseases associated with yeast or fungi or for the preparation of (a) 
medicament(s) for treating said diseases. 

It is also an aim of the invention to provide pharmaceutical compositions and vaccines 
comprising these nucleic acids or polypeptides. 

It is also an aim of the present invention to provide vectors comprising these nucleic acids, as 
well as host cells transfected or transformed with said vectors. 

It is also an aim of the invention to provide antibodies against these polypeptides, which can be 
used as such, or in a composition as a medicament for treating diseases associated with yeast 
and fungi. 

It is another aim of the invention to provide methods to selectively identify compounds or 
polypeptides capable of inhibiting or activating expression of the polypeptides of the invention or 
capable of selectively modulating expression or functionality of such polypeptides. The nucleic 
acid and polypeptide molecules alternatively can be incorporated into an assay or kit to identify 
these compounds or polypeptides. 

It is also an aim of the invention to provide methods for preventing infection with yeast or fungi. 
It is a further aim of the invention to provide human homologues for the nucleic acids and 
polypeptides of the invention for use in treating proliferative disorders, such as cancer, or for the 
prevention of apoptosis in certain diseases, or for the preparation of a medicament for treating 
such disorders or diseases. 

All the aims of the present invention have been met by the embodiments as set out below. 
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BAX-RESPONSIVE GENES FOR DRUG TARGET IDENTIFICATION IN YEAST AND FUNGI 
Field of the invention 

5 The present invention relates to the identification of genes and proteins encoded thereof from 
yeast and fungi whose expression is modulated upon programmed cell death and which genes, 
proteins or functional fragments and equivalents thereof may be used as selective targets for 
drugs to treat infections caused by or associated with yeast and fungi or for the treatment of 
proliferative disorders or for the prevention of apoptosis in certain diseases. 

10 

Background to the invention 

Invasive fungal infections (e.g. Candida spp., Aspergillus spp., Fusarium spp., Zygomycetes 
spp.) (Walsh, 1992) have emerged during the past two decades as important pathogens 
causing formidable morbidity and mortality in an increasingly diverse and progressively 

15 expanding population of immunocompromised patients. Those with the acquired immune 
deficiency syndrome (AIDS) constitute the most rapidly growing group of patients at risk for life- 
threatening mycosis. But fungal infections have also increased in frequency in several 
populations of other susceptible hosts, including very-low-birth-weight infants, cancer patients 
receiving chemotherapy, organ transplant recipients, burn patients and surgical patients with 

20 complications. 

These fungal infections are not limited to humans and other mammals, but are also important in 
plants where they can cause diseases or cause the production of unwanted compounds (e.g. 
Fusarium spp., Aspergillus spp., Bofritis-spp., Cladosporium spp.). 

Although recent advances in antifungal chemotherapy have had an impact on these mycoses, 
25 expanding populations of immunocompromised patients will require newer approaches to 
antifungal therapy. The discovery of novel antifungal agents is thus an essential element of any 
new antifungal therapy. 

Classical approaches for identifying antifungal compounds have relied almost exclusively on 
inhibition of fungal or yeast growth as an endpoint. Libraries of natural products, semi-synthetic, 

30 or synthetic chemicals are screened for their ability to kill or arrest growth of the target pathogen 
or a related nonpathogenic model organism. These tests are cumbersome and provide no 
information about a compound's mechanism of action. The promising lead compounds that 
emerge from such screens must then be tested for possible host-toxicity and detailed 
mechanism of action studies must subsequently be conducted to identify the affected molecular 

35 target. 
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Cells from multicellular organisms can commit suicide in response to specific signals or injury by 
an intrinsic program of cell death. Apoptosis is a form of programmed cell death which leads to 
elimination of unnecessary or damaged cells. Cells that are either unwanted or potentially 
harmful to the organism undergo the apoptotic process and show events like cell shrinkage, 
5 chromatin condensation, cytoplasmic condensation, digestion of nuclear DNA, loss of 
mitochondrial membrane potential, plasma membrane blebbing and phagocytosis of the cell 
debris (Schwartz, et ai 1993). The Bcl-2 family of proteins is centrally involved in the control of 
the programmed cell death process (PCD). Proteins of this group belong either to the inhibitors 
of cell death (Bcl-2, Bcl-X L ) or to the group of proteins promoting apoptosis (Bax, Bak) (Oltvai 

10 and Korsmeyer 1994; Knudson and Korsmeyer 1997; Reed et ai 1998). The ability of the Bcl-2 
family of proteins to regulate life and death of a cell is conserved across evolution. Finding of 
homologues of PCD regulatory genes in plants and animals suggests the possibility that some 
functions involved in this process may originally have evolved in unicellular organisms, before a 
divergent development between the plant and the animal kingdom had happened (Apte et ai 

15 1995). 

Expression of the pro-apoptotic human or mouse Bax protein in Saccharomyces cerevisiae did 
induce cell death in this budding yeast (Sato etai 1994; Greenhalf et ai 1996; Zha et ai 1996). 
It was initially described as a process that resembled autophagy with dissolution of the internal 
organelles and vacuolisation. The apoptotic features characteristic for multicellular eucaryotic 

20 cells like morphological changes in nuclear shape and chromatin condensation, were not 
observed in this yeast (Zha et ai 1996). It was therefore suggested that Bax-induced cell death 
in S. cerevisiae is due to the toxicity of the Bax protein itself, mediated by a hypothetical pore- 
formation without any involvement of a death program (Muchmore etai 1996). 
Bax expression in the fission yeast Schizosaccharomyces pombe did in contrast show some of 

25 the typical apoptotic changes like DNA fragmentation, chromatin condensation, dissolution of 
the nuclear envelope and cytosolic vacuolisation, suggesting the presence of the evolutionary 
conserved PCD pathway in this unicellular eucaryote (Ink et ai 1997; Jurgensmeier et ai 1997). 
Since it is very unlikely that species dependent differences in the toxicity of the Bax protein are 
the reason for this observed difference between the two yeasts, a bona fide cell death pathway 

30 may well be present in S. cerevisiae. 

Recent findings of a yeast mutant in the cell division cycle gene CDC48 show a number of 
morphological and molecular features that are considered typical indicators of apoptosis 
markers in metazoan cells: exposure of phosphatidylserine on the outer leaflet of the 
cytoplasmic membrane, DNA breakage as well as chromatin condensation and fragmentation, 

35 supporting the existence of a basic PCD machinery in this unicellular yeast. This theory was 
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supported by the analysis of a wild type yeast cell expressing the human Bax protein. 
Comprehensive tests for morphological markers of apoptosis did show a series of changes, 
identical to morphological markers defining apoptosis (Ligr, Madeo et ai 1998). Recent findings 
from the same group (Madeo et ai, 1999) implicate oxygen stress as a general regulator of 
5 apoptosis in yeast but the actual mechanism of Bax lethality in S. cerevisiae remains unclear. 
It is an aim of the present invention to provide new bax sequences for expression in yeast and 
fungi and tools for identifying yeast and Candida functions in the pathways leading to 
programmed cell death. 

It is an aim of the present invention to provide nucleic acids as well as polypeptides which 
1 0 represent potential molecular targets for the identification of new compounds which can be used 

in alleviating diseases or conditions associated with yeast or fungal infections. 

It is a further aim of the present invention to provide uses of these nucleic acid and polypeptide 

molecules for treating diseases associated with yeast or fungi or for the preparation of (a) 

medicament(s) for treating said diseases. 
15 It is also an aim of the invention to provide pharmaceutical compositions and vaccines 

comprising these nucleic acids or polypeptides. 

It is also an aim of the present invention to provide vectors comprising these nucleic acids, as 
well as host cells transfected or transformed with said vectors. 

It is also an aim of the invention to provide antibodies against these polypeptides, which can be 
20 used as such, or in a composition as a medicament for treating diseases associated with yeast 
and fungi. 

It is another aim of the invention to provide methods to selectively identify compounds or 
polypeptides capable of inhibiting or activating expression of the polypeptides of the invention or 
capable of selectively modulating expression or functionality of such polypeptides. The nucleic 
25 acid and polypeptide molecules alternatively can be incorporated into an assay or kit to identify 
these compounds or polypeptides. 

It is also an aim of the invention to provide methods for preventing infection with yeast or fungi. 
It is a further aim of the invention to provide human homologues for the nucleic acids and 
polypeptides of the invention for use in treating proliferative disorders, such as cancer, or for the 
30 prevention of apoptosis in certain diseases, or for the preparation of a medicament for treating 
such disorders or diseases. 

All the aims of the present invention have been met by the embodiments as set out below. 
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Summary of the invention 

Since it has been discovered that the mammalian bax gene triggers apoptotic changes in yeast 
(Ligr et al., 1998), this can be an indication that the molecular pathways eventually leading to 
programmed cell death may also be partially present in yeast cells and other unicellular 
5 eukaryotes. Identification of genes involved in this process could be important for the 
development of new antifungal therapeutics. 

The present inventors overexpressed the Bax protein in the pathogenic yeast Candida albicans 
and found that this leads to a similar phenotype. However these results could only be received 
after having constructed a new synthetic SAX gene which could be adequately expressed in this 

1 0 pathogenic organism. 

Furthermore, the present inventors identified a range of specific nucleic acids which are 
involved in the molecular pathways eventually leading to programmed cell death. The present 
inventors were able to identify via macro array screening a range of genes involved in a 
pathway eventually leading to programmed cell death in the yeast Saccharomyces cerevisiae. 

15 Genes which were differentially expressed (analysed using the Pathways™ software) at 
different time points after Bax expression are envisaged as candidate genes in the present 
invention. 

Additionally, the invention also relates to Candida spp. homologues of the S. cerevisiae 
candidate genes and their uses in stimulating or preventing cell death in yeast and fungi, 
20 especially pathogenic yeast and fungi are herewith envisaged. 

Furthermore, also part of the invention are the human homologues of these apoptosis- 
associated S. cerevisiae nucleic acids and polypeptides and their potential use in treating 
proliferative disorders in human and other mammals. 

25 Detailed description of the invention 

The present invention relates to the use of a nucleic acid molecule encoding a polypeptide 
which is involved in a pathway eventually leading to programmed cell death of yeast or fungi 
and which nucleic acid sequence is selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as represented in any of 
30 SEQ ID NOs 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 

60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 
106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 
142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 176, 
178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 212, 
35 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 
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250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 280. 282, 284, 
286, 288, 290, 292, 294, 296, 298, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308. 310, 
312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 324, 326, 328, 340, 342, 344, 346, 
348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 
5 384, 386, 388, 390, 392, 394, 396, 39B, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 
420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 
456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 490, 
492, 494, 496, 498, 500, 502, 504, 506, 508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 
528, 530, 532, 534, 536, 538, 540, 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 

10 564, 566, 568, 560, 562, 564, 566. 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 588, 
590, 592, 594, 596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 
626, 628, 630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 660, 
662, 664, 666, 668, 670, 672, 674, 688, 692, 694, 696, 698, 700, 702, 704, 706, 708, 710, 
712, 714, 716, 718, 720, 722, 724, 726, 728, 730 and 732, or encoding a functional 

1 5 equivalent, derivative or bioprecursor of said protein, 

(b) a nucleic acid encoding a protein having an amino acid sequence which is more than 70% 
similar, preferably more than 75% or 80% similar, more preferably more than 85%, 90% or 
95% similar and most preferably more than 97% similar to any of the amino acid sequences 
as represented by any of SEQ ID NOs 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 

20 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 
94, 96, 98, 100, 102. 104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 
132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 
168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 
204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 

25 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 274, 
276, 278, 280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 290, 292, 294, 296, 298, 300, 
302, 304, 306, 308, 310. 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 324, 326, 
328, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 
374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 

30 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 

446, 448, 450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 
482, 484, 486, 488, 490, 492, 494, 496, 498, 500, 502, 504, 506, 508, 510. 512. 514, 516, 
518, 520, 522, 524, 526, 528, 530, 532, 534, 536, 538, 540, 542, 544, 546, 548, 550, 552, 
554, 556, 558, 560, 562, 564, 566, 568, 560, 562, 564, 566, 568, 570, 572, 574, 576, 578, 

35 580, 582, 584, 586, 588, 590, 592, 594, 596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 
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616, 618, 620, 622, 624, 626, 628, 630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 
652, 654, 656, 658, 660, 662, 664, 666, 668, 670, 672, 674, 688, 692, 694, 696, 698, 700, 
702, 704, 706, 708, 710, 712, 714, 716, 718, 720, 722, 724, 726, 728, 730 and 732. 

(c) a nucleic acid encoding a protein having an amino acid sequence which is more than 70% 
5 identical, preferably more than 75% or 80% identical, more preferably more than 85%, 90% 

or 95% identical and most preferably more than 97% identical to any of the amino acid 
sequences as represented by any of SEQ ID NOs 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 
40, 42, 44, 46, 48. 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72. 74, 76, 78, 80. 82. 84, 86, 
88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118, 120, 122. 124, 126, 

10 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154. 156, 158, 160, 162, 

164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 
200, 202, 204, 206, 208, 210, 212, 214, 216. 218. 220, 222, 224, 226, 228. 230, 232, 234, 
236, 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 
272, 274, 276, 278, 280, 282, 284, 286, 288. 290, 292, 294, 296, 298, 290, 292, 294. 296, 

15 298, 300, 302, 304, 306. 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 

324, 326, 328, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 
370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 390. 392, 394, 396, 398, 400, 402, 404, 
406, 408, 410, 412, 414, 416, 418, 420, 422. 424, 426, 428, 430, 432, 434. 436, 438, 440, 
442, 444, 446, 448. 450, 452, 454, 456. 458. 460, 462, 464. 466, 468, 470, 472, 474, 476, 

20 478, 480, 482, 484, 486, 488, 490, 492. 494, 496, 498, 500, 502, 504, 506, 508, 510, 512, 
514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 534, 536, 538, 540, 542, 544, 546, 548. 
550, 552, 554, 556, 558, 560, 562, 564, 566, 568, 560, 562, 564, 566, 568, 570, 572, 574, 
576, 578, 580, 582, 584, 586, 588, 590, 592, 594, 596, 598, 600, 602. 604, 606, 608, 610, 
612, 614, 616, 618, 620, 622, 624, 626, 628, 630. 632, 634, 636, 638, 640, 642, 644, 646, 

25 648, 650, 652, 654, 656, 658, 660, 662, 664, 666, 668. 670. 672, 674, 688. 692, 694, 696, 

698. 700, 702, 704. 706. 708. 710, 712, 714, 716, 718. 720, 722, 724. 726, 728. 730 and 
732. 

(d) a nucleic acid comprising a sequence as represented in any of SEQ ID NOs 17, 19. 21 , 23, 
25, 27, 29, 31. 33, 35, 37, 39. 41, 43. 45, 47, 49, 51, 53. 55. 57. 59, 61, 63. 65. 67, 69. 71. 

30 73, 75. 77, 79, 81. 83, 85, 87, 89, 91,93, 95, 97, 99, 101, 103, 105, 107, 109. 111. 113, 115, 

117, 119, 121, 123. 125, 127, 129, 131, 133, 135, 137, 139, 141, 143, 145, 147, 149, 151, 
153, 155, 157, 159, 161, 163. 165, 167, 169, 171, 173, 175, 177, 179, 181, 183, 185, 187, 
189, 191. 193, 195, 197, 199, 201, 203, 205, 207, 209, 211, 213, 215, 217, 219, 221, 223, 
225, 227, 229, 231, 233, 235, 237, 239, 241. 243. 245. 247, 249, 251. 253. 255, 257, 259, 

35 261 . 263, 265, 267, 269, 271 . 273, 275, 277. 279. 281 . 283, 285, 287, 289. 291 , 293, 295. 
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297, 299, 301, 303, 305, 307, 309, 311, 313, 315. 317, 319, 321, 323, 325, 327, 329, 331, 
333, 335, 337. 339, 341, 343, 345, 347, 349, 351. 353, 355, 357, 359. 361. 363. 365. 367, 
369, 371, 373, 375, 377. 379, 381, 383, 385, 387, 389. 391. 393. 395. 397, 399, 401, 403, 
405, 407, 409, 411, 413, 415, 417, 419, 421. 423, 425, 427, 429, 431, 433. 435, 437, 439, 
5 441 , 443, 445, 447. 449, 451 , 453, 455, 457, 459, 461 , 463, 465, 467, 469, 471 , 473, 475, 

477, 479. 481, 483, 485, 487, 489, 491, 493, 495, 497, 499, 501, 503, 505. 507, 509, 511, 
513, 515. 517, 519. 521, 523, 525, 527, 529, 531, 533, 535, 537, 539, 541, 543, 545, 547, 
549, 551, 553, 555. 557, 559, 561, 563, 565, 567, 569, 571, 573, 575, 577. 579. 581, 583, 
585, 587, 589, 591. 593, 595, 597, 599, 601, 603, 605, 607, 609, 611, 613, 615, 617, 619, 

10 621, 623, 625, 627, 629, 631, 633, 635, 637, 639, 641, 643, 645, 647, 649, 651, 653, 655, 
657, 659, 661, 663, 665, 667, 669, 671, 673, 687, 691, 693, 695, 697, 699, 701, 703, 705, 
707, 709, 71 1 , 71 3. 71 5, 71 7, 71 9, 721 , 723, 725, 727, 729 and 731 , 
(e) a nucleic acid which is more than 70% identical, preferably more than 75 or 80% identical, 
more preferably more than 85%, or 90% or 95% identical and most preferably more than 

15 97% identical to any of the nucleic acid sequences as represented by any of SEQ ID NOs 
17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 43, 45, 47, 49, 51 , 53, 55, 57, 59, 61, 63, 
65, 67, 69, 71, 73, 75, 77, 79, 81, 83, 85, 87, 89, 91, 93, 95, 97. 99. 101, 103, 105, 107, 109, 
111, 113, 115, 117, 119, 121, 123, 125, 127, 129, 131, 133, 135, 137, 139, 141, 143, 145, 
147, 149, 151, 153, 155, 157, 159, 161, 163, 165, 167, 169, 171, 173, 175, 177, 179, 181, 

20 183, 185, 187, 189, 191, 193, 195, 197, 199, 201, 203, 205, 207, 209, 211, 213, 215, 217, 

219, 221, 223, 225, 227, 229, 231, 233,' 235, 237, 239, 241, 243, 245, 247, 249, 251, 253, 
255, 257, 259, 261, 263. 265. 267, 269, 271, 273, 275, 277, 279, 281, 283, 285, 287, 289, 
291, 293, 295, 297, 299, 301, 303, 305, 307, 309, 311, 313, 315, 317, 319, 321, 323, 325, 
327, 329, 331, 333, 335, 337, 339, 341, 343, 345, 347, 349, 351, 353, 355, 357, 359, 361, 

25 363, 365, 367, 369, 371 , 373, 375, 377, 379, 381 , 383, 385, 387, 389, 391 , 393, 395, 397, 

399, 401, 403, 405, 407, 409. 411, 413, 415, 417, 419. 421, 423, 425, 427, 429. 431, 433, 
435, 437, 439, 441, 443, 445, 447, 449, 451, 453, 455, 457, 459, 461. 463, 465. 467, 469, 
471, 473, 475, 477, 479, 481, 483, 485, 487, 489, 491, 493, 495, 497. 499, 501, 503, 505, 
507. 509, 511, 513. 515, 517, 519, 521, 523. 525. 527. 529, 531, 533. 535. 537. 539, 541, 

30 543. 545, 547, 549, 551, 553, 555, 557, 559, 561, 563, 565, 567, 569, 571, 573, 575, 577, 

579. 581, 583, 585, 587, 589, 591, 593, 595, 597. 599. 601. 603. 605, 607, 609. 611, 613, 
615, 617, 619, 621, 623. 625. 627, 629, 631, 633, 635, 637, 639, 641, 643. 645. 647, 649. 
651, 653, 655, 657, 659. 661. 663, 665, 667, 669, 671, 673, 687, 691. 693, 695. 697, 699, 
701 , 703. 705, 707, 709, 71 1 , 71 3, 71 5, 71 7, 71 9, 721 , 723, 725, 727, 729 and 731 , 
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(f) a nucleic acid encoding a functional fragment of any of the nucleic acids as specified in a) to 
e); and 

(g) the complement of any of the nucleic acids as specified in a) to f), 

for the preparation of a medicament for treating diseases associated with yeast or fungi. 
5 Sequence similarity searches were performed using the BLAST software package version 2. 
Identity and similarity percentages were calculated using BLOSUM62 as a scoring matrix. 
As known in the art, "similarity" between two polypeptides is determined by comparing the 
amino acid sequence and its conserved amino acid substitutes of one polypeptide to the 
sequence of a second polypeptide. Moreover, also known in the art is Identity" which means 

10 the degree of sequence relatedness between two polypeptide or two polynucleotide sequences 
as determined by the identity of the match between two strings of such sequences. Both identity 
and similarity can be readily calculated. While there exist a number of methods to measure 
identity and similarity between two polynucleotide or polypeptide sequences, the terms "identity" 
and "similarity" are well known to skilled artisans (Carillo and Lipton, 1988). Methods commonly 

1 5 employed to determine identity or similarity between two sequences include, but are not limited 
to, those disclosed in "Guide to Huge Computers (Bishop, 1994) and Carillo and Lipton (1988). 
Preferred methods to determine identity are designed to give the largest match between the two 
sequences tested. Methods to determine identity and similarity are codified in computer 
programs. Preferred computer program methods to determine identity and similarity between 

20 two sequences include, but are not limited to, GCG program package (Devereux ef a/., 1984), 
BLASTP, BLASTN and FASTA (Altschul et a/, 1 990). 

The expression "functional fragment of a nucleic acid" as used herein means the minimal 
nucleic acid which is necessary to encode a functional protein (or polypeptide). For instance, in 
situations where a nucleic acid is provided comprising at the 5' end and at the 3' end more 
25 nucleotides than the actual open reading frame, the invention also relates to fragments of the 
nucleic acid which are smaller but which still contain the workable open reading frame. Also 
meant are parts of the open reading frame encoding a polypeptide having the same properties 
as the polypeptide encoded by the complete open reading frame. 

The expression "a pathway eventually leading to programmed cell death" refers to a sequence 
30 of steps ultimately leading to cell death and which can be triggered at various steps in this 
pathway by various agents, such as Bax, Bak, CED4, hydrogen peroxide, diamide and farnesol. 
The nucleic acid sequences to be used according to this aspect of the invention from 
Saccharomyces cerevisiae are defined in SEQ ID NOs 17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 
37, 39, 41 , 43, 45, 47, 49, 51 , 53, 55, 57, 59, 61 , 63, 65, 67, 69, 71 , 73, 75, 77, 79, 81 , 83, 85, 
35 87, 89, 91, 93, 95, 97, 99, 101, 103, 105, 107, 109, 111, 113, 115, 117, 119, 121, 123, 125, 
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127, 129, 131, 133, 135, 137, 139, 141, 143, 145, 147, 149, 151, 153, 155, 157, 159, 161, 163, 
165, 167, 169, 171, 173, 175, 177, 179, 181, 183, 185, 187, 189, 191, 193, 195, 197, 199, 201, 
203, 205, 207, 209, 211, 213, 215, 217, 219, 221, 223, 225, 227, 229, 231, 233, 235, 237, 239, 
241 , 243, 245, 247, 249, 251 , 253, 255, 257, 259, 261 , 263, 265, 267, 269, 271 , 273, 275, 277, 
5 279, 281 , 283, 285, 287, 289, 291 , 293, 295, 297, 299, 301 , 303, 305, 307, 309, 31 1 , 31 3. 31 5, 
317, 319, 321, 323, 325, 327, 329, 331, 333, 335, 337, 339, 341, 343, 345, 347, 349, 351, 353, 
355, 357, 359, 361, 363, 365, 367, 369, 371, 373, 375, 377, 379, 381, 383, 385, 387, 389, 391, 
393, 395, 691, 693, 695, 697, 699, 701, 703, 705, 707, 709, 711, 713 and 715; from Candida 
albicans are defined in SEQ ID NOs 397, 399, 401, 403, 405, 407, 409, 411, 413, 415, 417, 

10 41 9, 421 , 423, 425, 427, 429, 431 , 433, 435, 437, 439, 441 , 443, 445, 447, 449, 451 , 453, 455, 
457, 459, 461, 463, 465, 467, 469, 471, 473, 475, 477, 479, 481, 483, 485, 487, 489, 491, 493, 
495, 497, 499, 501, 503, 505, 507, 509, 511, 513. 515, 517, 519, 521, 523, 525, 527. 529, 531, 
533, 535, 537, 539, 541, 543, 545, 547, 549, 551, 553, 555, 557, 559, 561, 563, 565, 567, 569, 
571, 573, 575, 577, 579, 581, 583, 585, 587, 589, 591, 593, 595, 597, 599, 601, 603, 605, 607, 

15 609, 611, 613, 615. 617, 619, 621, 623, 625, 627, 629, 631, 633, 635, 637, 639, 641, 643, 645, 
647, 649, 651', 653, 655, 657, 659, 661 , 663, 665, 667, 669, 671, 673, 687, 718, 720, 722, 724, 
726, 728, 730 and 732, 

The yeast or fungi according to the invention may be, but are not restricted to, pathogenic yeast 
or fungi. As such, yeast or fungi may cause infections in healthy individuals as well as in 

20 immunocompromised patients. 

The expression 'treating diseases associated with yeast and fungi" not only refers to diseases 
or infections caused by said organisms but also refers to allergic reactions caused by said 
organisms, such as the so-called "professional diseases" in, for instance, bakery and brewery 
and that are caused by yeast or fungi which are commonly known as "non-pathogenic". Some 

25 examples of specific diseases associated with yeast or fungi are further exemplified. 

The invention further relates to the use of nucleic acid sequence homologues of SEQ ID NOs 
17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 43, 45, 47, 49. 51, 53, 55, 57, 59, 61, 63, 65, 
67. 69, 71, 73, 75, 77, 79, 81, 83, 85, 87, 89, 91, 93, 95, 97, 99, 101, 103, 105, 107, 109, 111, 
113, 115, 117, 119, 121, 123, 125, 127, 129, 131, 133, 135, 137, 139, 141, 143, 145, 147, 149, 

30 151, 153, 155, 157, 159, 161, 163, 165, 167, 169, 171, 173, 175, 177, 179, 181, 183, 185, 187, 
189, 191, 193, 195, 197, 199, 201, 203, 205, 207, 209, 211, 213, 215, 217, 219, 221, 223, 225, 
227, 229, 231, 233. 235, 237, 239, 241, 243, 245, 247, 249, 251, 253, 255, 257, 259, 261, 263, 
265, 267, 269, 271. 273, 275, 277, 279, 281, 283, 285. 287, 289. 291. 293, 295, 297, 299, 301, 
303, 305, 307. 309, 311, 313, 315, 317, 319, 321, 323, 325, 327, 329, 331, 333, 335, 337, 339, 

35 341 , 343, 345, 347, 349, 351 , 353, 355, 357, 359, 361 , 363, 365, 367. 369, 371 , 373, 375, 377, 
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379, 381, 383. 385, 387, 389, 391. 393, 395, 397, 399. 401, 403, 405, 407, 409, 411, 413. 415, 
417, 419, 421. 423. 425, 427, 429, 431 , 433, 435, 437, 439, 441, 443, 445, 447, 449, 451, 453, 
455, 457, 459, 461. 463, 465, 467, 469, 471, 473, 475, 477, 479, 481, 483, 485, 487, 489, 491 , 
493, 495, 497, 499, 501, 503, 505, 507, 509, 511, 513, 515, 517, 519, 521, 523, 525, 527, 529, 
5 531 , 533, 535, 537, 539, 541 , 543, 545, 547, 549, 551 . 553, 555, 557, 559, 561 , 563, 565, 567, 
569, 571. 573, 575, 577, 579, 581, 583, 585, 587, 589, 591, 593, 595, 597, 599, 601, 603, 605, 
607, 609, 611, 613. 615, 617, 619, 621, 623, 625, 627, 629, 631, 633, 635, 637, 639, 641. 643, 
645, 647, 649, 651. 653, 655, 657, 659, 661, 663, 665, 667, 669, 671, 673, 687, 691, 693, 695, 
697, 699, 701, 703, 705, 707, 709, 711. 713, 715, 717, 719, 721, 723, 725, 727, 729 and 731 
1 0 but isolated from other yeast and fungi strains which are also involved in a pathway eventually 
leading to programmed cell death. According to a more specific embodiment, these nucleic acid 
sequences are derived from Aspergillus fumigatus. 

In a more specific embodiment the invention relates to a nucleic acid encoding a polypeptide 
which is involved in a pathway eventually leading to programmed cell death of yeast or fungi 
1 5 selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as represented in any of 
SEQ. ID NOs 398, 400, 402, 404, 406, 408, 410, 412, 414, 416. 418. 420, 422, 424, 426, 
428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 
464, 466, 468, 470, 472, 474, 476, 478, 480, 482, 484, 486, 488. 490, 492, 494, 496, 498, 

20 500, 502, 504, 506, 508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 534, 

536. 538, 540, 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 564, 566, 568, 560, 
562, 564. 566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 588, 590, 592, 594, 596, 
598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 626, 628. 630, 632, 
634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658. 660, 662, 664, 666, 668, 

25 670, 672. 674. 688, 718, 720, 722, 724, 726, 728, 730 and 732, or encoding a functional 
equivalent, derivative or bioprecursor of said protein; 

(b) a nucleic acid encoding a protein having an amino acid sequence which is more than 70% 
similar, preferably more than 75% or 80% similar, more preferably more than 85%, 90% or 
95% similar and most preferably more than 97% similar to any of the amino acid sequences 

30 as represented by any of SEQ ID NOs 398. 400, 402, 404, 406, 408, 410, 412, 414. 416, 
418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 
454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 
490, 492, 494, 496, 498, 500, 502, 504, 506, 508, 510, 512, 514. 516, 518, 520, 522, 524, 
526, 528, 530, 532, 534, 536, 538, 540, 542, 544, 546, 548, 550, 552, 554, 556. 558, 560, 

35 562, 564, 566, 568, 560. 562, 564, 566, 568, 570, 572, 574. 576, 578, 580, 582, 584, 586, 
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588, 590. 592, 594, 596, 598. 600, 602, 604, 606, 608, 610. 612, 614, 616, 618, 620, 622. 
624. 626. 628, 630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 
660, 662, 664, 666, 668, 670, 672, 674, 688, 718, 720, 722. 724, 726, 728, 730 and 732, 

(c) a nucleic acid encoding a protein having an amino acid sequence which is more than 70% 
5 identical, preferably more than 75% or 80% identical, more preferably more than 85%, 90% 

or 95% identical and most preferably more than 97% identical to any of the amino acid 
sequences as represented by any of SEQ ID NOs 398, 400, 402, 404, 406, 408, 410, 412, 
414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 
450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 482, 484, 
10 486. 488. 490, 492, 494. 496, 498. 500, 502, 504, 506, 508, 510, 512, 514, 516, 518, 520, 

522. 524, 526, 528, 530, 532, 534, 536, 538, 540, 542, 544, 546, 548, 550, 552, 554, 556, 
558. 560. 562, 564, 566, 568, 560, 562, 564, 566, 568, 570, 572, 574, 576, 578, 580, 582, 

584, 586, 588, 590, 592, 594, 596, 598, 600, 602, 604, 606, 608. 610, 612, 614, 616, 618, 

620. 622, 624, 626, 628, 630, 632, 634, 636, 638, 640, 642, 644. 646, 648, 650, 652, 654, 
15 656. 658, 660, 662, 664, 666, 668. 670. 672, 674, 688, 718, 720. 722, 724. 726. 728. 730 

and 732, 

(d) a nucleic acid comprising a sequence as represented in any of SEQ ID 397, 399, 401, 403, 
405, 407, 409, 411, 413, 415, 417. 419. 421, 423, 425, 427, 429. 431, 433, 435, 437, 439, 
441, 443, 445, 447, 449, 451, 453, 455, 457, 459, 461, 463. 465. 467. 469, 471, 473, 475, 

20 477, 479, 481 , 483, 485, 487, 489, 491 , 493, 495, 497, 499. 501 , 503, 505, 507, 509, 51 1 , 

513, 515, 517, 519, 521, 523, 525, 527, 529, 531, 533, 535, 537, 539, 541, 543, 545, 547, 
549, 551, 553, 555, 557, 559, 561, 563. 565, 567, 569, 571, 573, 575, 577, 579, 581, 583, 

585, 587, 589, 591, 593, 595, 597, 599, 601, 603, 605, 607, 609, 611, 613, 615, 617, 619, 

621. 623, 625, 627, 629, 631, 633, 635, 637, 639, 641, 643, 645, 647. 649. 651, 653, 655, 
25 657, 659, 661, 663, 665, 667, 669, 671, 673, 687, 717, 719, 721, 723, 725, 727. 729 and 

731; 

(e) a nucleic acid which is more than 70% identical, preferably more than 75% or 80% identical, 
more preferably more than 85%, 90% or 95% identical and most preferably more than 97% 
identical to any of the nucleic acid sequences as represented by any of SEQ ID NO 397, 

30 399. 401. 403, 405, 407, 409. 41 1. 413, 415, 417, 419, 421. 423, 425, 427, 429, 431, 433, 

435, 437. 439, 441, 443, 445, 447, 449, 451 , 453, 455, 457. 459, 461, 463, 465, 467, 469, 
471. 473, 475, 477, 479, 481. 483. 485. 487, 489, 491, 493. 495. 497, 499, 501, 503, 505. 
507. 509. 511, 513, 515, 517, 519, 521, 523, 525, 527, 529, 531. 533, 535, 537, 539, 541, 
543. 545, 547, 549, 551, 553, 555. 557, 559, 561, 563, 565, 567, 569, 571, 573, 575, 577, 

35 579, 581, 583, 585, 587, 589. 591. 593, 595, 597, 599, 601, 603, 605, 607, 609, 611, 613, 
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615, 617, 619, 621, 623, 625, 627, 629, 631, 633, 635, 637, 639, 641, 643, 645, 647, 649, 
651, 653, 655, 657, 659, 661, 663, 665, 667, 669, 671, 673, 687, 717, 719, 721, 723, 725, 
727, 729 and 731 , 

(f) a nucleic acid encoding a functional fragment of any of the nucleic acid sequences as 
5 specified in a) to e), and, 

(g) the complement of any of the nucleic acids as specified in a) to f). 

In a preferred embodiment the invention relates to nucleic acids from Candida albicans, as 
represented by the SEQ ID NOs 397, 399, 401, 403, 405, 407, 409, 411, 413, 415. 417, 419, 
421 , 423, 425, 427, 429, 431 , 433, 435, 437, 439, 441 , 443, 445, 447, 449, 451 , 453, 455, 457, 

1 0 459, 461 , 463, 465, 467, 469, 471 , 473, 475, 477, 479, 481 , 483, 485, 487, 489, 491 , 493, 495, 
497, 499, 501, 503, 505, 507, 509, 511, 513, 515, 517, 519, 521, 523, 525, 527, 529, 531, 533, 
535, 537, 539, 541, 543. 545, 547, 549, 551, 553, 555, 557, 559, 561, 563, 565, 567, 569, 571, 
573, 575, 577, 579, 581, 583, 585, 587, 589, 591, 593, 595, 597, 599, 601 , 603, 605, 607, 609, 
61 1, 613, 615, 617, 619, 621, 623, 625, 627, 629, 631, 633, 635, 637, 639, 641, 643, 645, 647, 

1 5 649, 651 , 653, 655, 657, 659, 661 , 663, 665, 667, 669, 671 , 673. 687, 71 7. 71 9, 721 , 723, 725, 
727.729 and 731. 

In an even more preferred embodiment the invention relates to an isolated nucleic acid from 
mammal or human origin which nucleic acid corresponds to a mammal or human homologue of 
at least one of the sequences represented in SEQ ID NOs 1 7, 1 9, 21 , 23, 25, 27, 29, 31 , 33, 35, 

20 37, 39, 41 , 43, 45, 47, 49, 51 , 53, 55. 57, 59. 61 , 63, 65, 67, 69, 71 , 73, 75, 77, 79, 81 , 83, 85, 
87, 89, 91, 93, 95, 97, 99, 101, 103, 105, 107, 109, 111, 113, 115, 117, 119, 121, 123, 125, 
127, 129, 131, 133, 135, 137, 139, 141, 143, 145, 147, 149, 151, 153, 155, 157, 159, 161, 163, 
165, 167, 169, 171, 173, 175, 177, 179, 181, 183, 185, 187, 189, 191, 193, 195, 197, 199, 201, 
203, 205, 207, 209, 211, 213, 215, 217, 219, 221, 223, 225, 227, 229, 231, 233, 235, 237, 239, 

25 241 , 243, 245, 247, 249, 251 , 253, 255, 257, 259, 261 , 263, 265, 267, 269, 271 , 273, 275, 277, 
279, 281, 283, 285, 287, 289, 291, 293, 295. 297, 299, 301, 303, 305, 307, 309, 311, 313, 315, 
317, 319, 321, 323, 325, 327, 329, 331, 333, 335, 337, 339, 341, 343, 345, 347, 349, 351, 353, 
355, 357, 359, 361, 363, 365, 367, 369, 371, 373, 375, 377, 379, 381, 383, 385, 387, 389, 391, 
393. 395, 397, 399, 401, 403, 405, 407, 409, 41 1 , 413, 415. 417. 419, 421 , 423, 425, 427, 429, 

30 431 , 433, 435, 437, 439, 441 , 443, 445, 447, 449, 451 , 453, 455, 457, 459, 461 , 463, 465, 467, 
469, 471, 473, 475, 477, 479, 481, 483, 485, 487, 489, 491, 493, 495, 497, 499, 501, 503, 505, 
507, 509, 511, 513. 515, 517, 519, 521, 523, 525, 527, 529, 531, 533, 535, 537, 539, 541, 543, 
545, 547, 549, 551, 553, 555, 557, 559, 561, 563, 565, 567, 569, 571 , 573, 575, 577, 579, 581, 
583, 585, 587, 589, 591, 593, 595, 597, 599, 601, 603, 605, 607, 609, 611, 613, 615, 617, 619, 

35 621 , 623, 625, 627, 629, 631 , 633, 635, 637, 639, 641 , 643, 645, 647, 649, 651 , 653, 655. 657, 
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659, 661, 663, 665, 667, 669, 671, 673, 687, 691, 693, 695, 697, 699, 701, 703, 705, 707, 709, 
711, 713, 715, 717, 719, 721, 723, 725, 727, 729 and 731. 

Therefore, according to a further preferred embodiment, the invention relates to an isolated 
nucleic acid from mammal or human origin which nucleic acid sequence is selected from: 
5 (a) a nucleic acid encoding a protein having an amino acid sequence as represented in any of 

SEQ ID NOs 676, 678, 680, 682, 684 and 686, or encoding a functional equivalent, 

derivative or bioprecursor of said protein; 

(b) a nucleic acid encoding a protein having an amino acid sequence which is more than 70% 
similar, preferably more than 75% or 80% similar, more preferably more than 85%, 90% or 

1 0 95% similar and most preferably more than 97% similar to any of the amino acid sequences 
as represented by any of SEQ ID NOs 676, 678, 680, 682, 684 and 686; 

(c) a nucleic acid encoding a protein having an amino acid sequence which is more than 70% 
identical, preferably more than 75% or 80% identical, more preferably more than 85%, 90% 
or 95% identical and most preferably more than 97% identical to any of the amino acid 

1 5 sequences as represented by any of SEQ ID NOs 676, 678, 680, 682, 684 and 686; 

(d) a nucleic acid comprising a sequence as represented in any of SEQ ID NOs 675, 677, 679, 
681, 683 and 685; 

(e) a nucleic acid which is more than 70% identical, preferably more than 75 or 80% identical, 
more preferably more than 85%, or 90% or 95% identical and most preferably more than 

20 97% identical to any of the nucleic acid sequences as represented by any of SEQ ID NOs 
675, 677, 679, 681, 683 and 685; 

(f) a nucleic acid encoding a functional fragment of any of the nucleic acids as specified in a) to 
e); and 

(g) the complement of any of the nucleic acids as specified in a) to f), 

25 for the preparation of a medicament for treating diseases associated with yeast or fungi. 

The invention also relates to the use of said nucleic acids for treating and/or preventing and/or 
alleviating proliferative disorders or for the prevention of apoptosis in certain disorders or 
diseases. 

The expression "proliferative disorders" or "proliferative diseases" refers to an abnormality within 
30 a patient or animal such as cancer. Normal cells start to proliferate due to a change in the 
coding or non-coding sequence of the DNA resulting in a swollen or distended tissue. Mutation 
may arise without obvious cause. An abnormal benign or malignant mass of tissue is formed 
that is not inflammatory. Cells of pre-existent tissue start to divide unexpectedly and resulting 
cell mass possesses no physiologic function. 
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The expression "apoptosis" or "apoptosis-reiated diseases" includes diseases such as 
autoimmunity diseases, ischemia, diseases related with viral infections or neurodegenerations. 
It should be clear that the invention also relates to all nucleic acids according to the invention 
and which are specifically described above, and which can be DNA, cDNA, genomic DNA, 
5 synthetic DNA, or RNA wherein T is replaced by U. A nucleic acid according to the invention 
may also comprise any modified nucleotide known in the art. 

The term "nucleic acid sequence" also includes the complementary sequence to any single 
stranded sequence given. 

According to the invention, these sequences and their homologues in other yeast and fungi or in 
10 human or other mammals as well as the polypeptides which they encode represent novel 
molecular targets which can be incorporated into an assay to selectively identify compounds 
capable of inhibiting or activating expression of such polypeptides. Furthermore, the invention 
also relates to the potential use of said sequences in alleviating diseases or conditions 
associated with yeast or fungi infections, such as diseases caused by Candida spp., Aspergillus 
15 spp., Microsporum spp., Trichophyton spp., Fusarium spp., Zygomycetes spp., Botritis spp., 
Cladosporium spp., Malassezia spp., Epidermophyton floccosum, Blastomyces dermatitidis, 
Coccidioides immitis, Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus 
neoformans, and Sporothrix schenckii, such as, but not limited to: 

- Candidiasis, caused by C. albicans and other members of the genus Candida, which are 
20 primary or secondary mycotic infections, also named candidosis, moniliasis and thrush; 

- Aspergillosis, caused by members of the genus Aspergillus, form a spectrum of diseases; 

- Histoplasmosis, caused by Histoplasma capsulatum, which is a pulmonary disease always 
seen in HIV positive or other immunocompromised individuals; 

- Paracoccidioidomycosis, caused by Paracoccidioides brasiliensis, which is a granulomatous 
25 disease that originates as a pulmonary disease; 

- Blastomycosis, caused by Blastomyces dermatitidis, which may be a benign and self-limiting 
infection or a chronic granulomatous and suppurative mycosis, also named Chicago disease 
or Gilchrist's disease; 

- Coccidioidomycosis, caused by Coccidioides imminitis, and which is a' respiratory infection 
30 that typically resolves rapidly, but the mycosis can become acute, chronic, severe or fatal; 

also named San Joaquin Valley fever or Valley fever; 

- Cryptococcosis, caused by Cryptococcus neoformans, which is a chronic, subacute to acute 
pulmonary, systemic or meningitic disease, also named Torulosis; 
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- Sporotrichosis, caused by Sporothrix schenckii, which is a chronic infection characterized by 
nodular lesions of cutaneous or subcutaneous tissues and adjacent lymphatics that 
suppurate, ulcerate and drain. 
Some of the pathways leading to apoptosis are conserved between mammalian cells and yeast 
5 or fungi. Therefore the invention also relates to the potential use of homologous sequences 
from human or mammalian origin for preventing and/or alleviating diseases or conditions where 
apoptosis or non-apoptosis of cells is impaired, for instance in proliferative disorders. In this 
respect also cancer can be seen as a proliferative disorder. Furthermore, targets which are part 
of such a conserved pathway may be used to stimulate or inhibit the apoptosis in mammalian 

1 0 cells. E.g. stimulation of apoptosis is desirable in the treatment of tumor cells/tissues. 

Human homologues according to the invention can be obtained by selective hybridisation of the 
yeast and Candida nucleic acid molecules of the invention against human genome or cDNA 
libraries according to methods well known in the art (Sambrook et a/., 1989). Human 
polypeptide homologues are obtained from the corresponding human nucleic acid homologous 

1 5 nucleotide sequences. 

The present invention further relates to a nucleic acid capable of selectively hybridising to at 
least one of the nucleic acid molecules according to the invention, or the complement thereof. 
The term "selectively hybridising" or "specifically hybridising" means hybridising under 
conditions wherein sequences can be detected which are homologues of the sequences of the 

20 invention, but which are for instance derived from heterologous cells or organisms, and wherein 
said sequences do not hybridize with known sequences. In a preferred embodiment, 
mammalian homologues can be detected. It is well known to the person skilled in the art which 
methods for hybridisation can be used and which conditions are necessary for selectively or 
specifically hybridising. Preferably, hybridization under high stringency conditions can be 

25 applied (Sambrook et a/., 1 989). 

As such, the present invention also relates to the use of the nucleic acid sequences of the 
invention for detecting homologues in heterologous organisms including but not limited to 
mammalian organisms. 

The invention also relates to an isolated nucleic acid comprising a human homologue of at least 
30 one of the yeast or Candida nucleic acids described earlier. The invention also relates to a 
polypeptide encodable by said human homologue of said nucleic acid. 

In a further embodiment the invention also relates to an expression vector comprising a human 
homologue of at least one of the yeast or Candida nucleic acids described herein. Said 
expression vector according can be an expression vector wherein said nucleic acid sequence is 
35 operably linked to one or more control sequences allowing the expression in prokaryotic and/or 
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eukaryotic host cells. According to a further embodiment, the expression vector comprises an 
inducible promoter and/or a reporter molecule. 

The invention also relates to a host cell transformed, transfected or infected with any of the 
above described vectors. 

5 According to a preferred embodiment, the invention relates to an antisense version of any of the 
nucleic acids of the invention and described above. 

The present invention more particularly relates to an antisense molecule comprising a nucleic 
acid capable of selectively hybridising to at least one of the nucleic acids of the invention. In an 
interesting embodiment the invention relates to a nucleic acid capable of selectively hybridising 
10 to a human homologue of at least one yeast or Candida nucleic acid described herein. 

Polynucleotides according to the invention may be inserted into vectors in an antisense 
orientation in order to provide for the production of antisense RNA. Antisense RNA or other 
antisense nucleic acids may also be produced by synthetic means. 

The present invention also advantageously provides nucleic acid molecules of at least 
15 approximately 10 contiguous nucleotides of a nucleic acid according to the invention and 
preferably from 10 to 50 nucleotides. These sequences may, advantageously be used as 
probes or primers to initiate replication, or the like. Such nucleic acid sequences may be 
produced according to techniques well known in the art, such as by recombinant or synthetic 
means. The probes will hybridise specifically with any of the nucleic acid molecules of the 
20 invention. The primers will specifically amplify any of the nucleic acid molecules of the invention. 
The probes or primers according to the invention may also be used in diagnostic kits or the like 
for detecting the presence of a nucleic acid according to the invention. These tests generally 
comprise contacting the probe with the sample under hybridising conditions and detecting the 
presence of any duplex or triplex formation between the probe and any nucleic acid in the 
25 sample. 

According to the present invention these probes may be anchored to a solid support. Preferably, 
they are present on an array so that multiple probes can simultaneously hybridize to a single 
biological sample. The probes can be spotted onto the array or synthesized in situ on the array. 
(Lockhart et a/., 1996). A single array can contain more than 100, 500 or even 1,000 different 
30 probes in discrete locations. Such arrays can be used to screen for compounds interacting with 
said probes. 

Advantageously, the nucleic acid sequences, according to the invention may be produced using 
recombinant or synthetic means, such as for example using PCR cloning mechanisms which 
generally involve making a pair of primers, which may be from approximately 10 to 50 
35 nucleotides to a region of the gene which is desired to be cloned, bringing the primers into 



AVO 02/064766 



17 



PCT/EP01/15398 



contact with mRNA, cDNA, or genomic DNA from the yeast or fungal cell, performing a 
polymerase chain reaction under conditions which bring about amplification of the desired 
region, isolating the amplified region or fragment and recovering the amplified DNA. Generally, 
such techniques as defined herein are well known in the art, such as described in Sambrook et 
5 ai (1 989). These techniques can be used to clone homologues of the nucleic acid sequences of 
the invention in other organisms. 

The nucleic acids or oligonucleotides according to the invention may carry a revealing label. 
Suitable labels include radioisotopes such as 32 P, 33 P or ^S, enzyme labels or other protein 
labels such as biotin or fluorescent markers. Such labels may be added to the nucleic acids or 

1 0 oligonucleotides of the invention and may be detected using techniques known in the art. 

According to another embodiment of the invention, the nucleic acid sequences according to the 
invention as defined above may, advantageously, be included in a suitable vector, preferably an 
expression vector which may be transformed, transfected or infected into a host cell. In such an 
expression vector the nucleic acid is operably linked to one or more control sequences allowing 

15 the expresssison in host cells, such as a suitable promoter, or the like, to ensure expression of 
the proteins according to the invention in a suitable prokaryotic or eukaryotic host cell. Said 
promoter may be either constitutive, inducible or cell- or tissue- or organ-specific. The 
expression vector may advantageously be a plasmid, cosmid, virus or other suitable vector 
which is known to those skilled in the art. The expression vector and the host cell defined herein 

20 also form part of the present invention. Said host cell can be from bacterial, yeast, fungal, 
insect, mammal or human origin, or any other host wherein said vector can be introduced by at 
least one of the methods known in the art. However, preferred host cells are lower eukaryotic 
cells such as a yeast cell or a fungal cell. Yeast and fungal cells are particularly advantageous 
because they provide the necessary post-translational modifications to the expressed proteins 

25 of the invention, similar to those of the natural proteins from which they are derived. These 
modifications confer optimal conformation of said proteins, which when isolated may 
advantageously be used in kits, methods or the like. 

In a further embodiment, the expression vector may further comprise an inducible promoter, 
and/or further a reporter molecule. 
30 The invention further relates to any one of the nucleic acids as defined above for use as a 
medicament. 

Nucleotide sequences according to the invention are particularly advantageous for providing 
selective therapeutic targets for treating yeast or fungi-associated infections. For example, an 
antisense nucleic acid capable of binding to the nucleic acid sequences according to the 
35 invention may be used to selectively inhibit expression of the corresponding polypeptides, 
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leading to impaired growth or death of yeast and fungi with reductions of associated illnesses or 
diseases. 

Also envisaged in the present invention are promoter or other control sequences that are 
comprised within the nucleic acids of the invention, said nucleic acid control sequences can also 
5 serve as a target for the identification of compounds or proteins which interfere with the control 
of expression of downstream encoded polypeptides. 

Furthermore, also the human homologues of the yeast and Candida nucleic acids may be useful 
in diseases where apoptosis of cells plays a substantial role, both in situations where apoptosis 
of (particular) cells is wanted or unwanted. 
10 The invention thus also relates to the use of any of the nucleic acids of the invention or to a 
human homologue thereof for treating proliferative disorders or for the prevention of apoptosis 
in certain disorders or diseases. As described above, the invention also relates to the use of 
antisense molecules of the nucleic acids of the invention or to an antisense of any of the human 
homologues for treating proliferative disorders or for the prevention of apoptosis in certain 
1 5 disorders or diseases. 

Said nucleic acids, human homologues and antisense molecules can also be used for the 
preparation of a medicament for treating or preventing the above-mentioned diseases- 
According to yet another embodiment, the invention relates to at least one polypeptide 
encodable by a nucleic acid of the invention. 
20 The invention also relates to the use of a polypeptide which is involved in a pathway eventually 
leading to programmed cell death of yeast or fungi, said polypeptide being selected from: 
(a) a protein having an amino acid sequence as represented in any of SEQ ID NOs 18, 20, 22, 
24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 
72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 110, 112, 
25 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 

150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 
186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 220, 
222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 
258, 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 292, 
30 294, 296, 298, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 

320, 322, 324, 326, 328, 330, 332, 324, 326, 328, 340, 342, 344, 346, 348, 350, 352, 354, 
356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 
392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 
428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 
35 464, 466, 468, 470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496, 498, 
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500, 502, 504, 506, 508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 534, 
536, 538, 540, 542, 544, 546, 548. 550, 552, 554, 556, 558, 560, 562, 564, 566, 568, 560, 
562, 564, 566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 588, 590, 592, 594, 596, 
598, 600. 602, 604, 606, 608, 610. 612. 614, 616, 618, 620. 622, 624, 626. 628, 630, 632, 
5 634, 636, 638, 640. 642, 644, 646, 648, 650, 652, 654, 656, 658, 660, 662, 664, 666, 668, 

670, 672, 674. 688. 692, 694, 696, 698, 700, 702, 704, 706. 708, 710, 712, 714. 716, 718, 
720, 722, 724, 726, 728, 730 and 732, or encoding a functional equivalent, derivative or 
bioprecursor of said protein; 

(b) a protein having an amino acid sequence which is more than 70% similar, preferably more 
1 0 than 75% or 80% similar, more preferably more than 85%, 90% or 95% similar and most 

preferably more than 97% similar to any of the amino acid sequences as represented by any 
of SEQ. ID NOs 18, 20, 22, 24, 26, 28, 30. 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 
58, 60, 62, 64, 66, 68, 70, 72, 74. 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98. 100, 102, 
104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 

15 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 

176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196. 198, 200, 202, 204, 206, 208, 210, 
212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 
248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268. 270. 272, 274, 276, 278, 280, 282, 
284, 286, 288, 290, 292, 294, 296, 298, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308, 

20 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330. 332, 324, 326, 328, 340, 342, 344, 
346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 
382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 
418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 
454, 456, 458, 460, 462, 464, 466, 468. 470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 

25 490, 492, 494, 496, 498, 500, 502, 504, 506, 508, 510, 512, 514, 516, 518, 520, 522, 524, 

526, 528, 530, 532, 534, 536, 538, 540, 542, 544, 546. 548, 550, 552, 554, 556, 558, 560, 
562, 564, 566, 568, 560, 562, 564, 566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 
588, 590, 592, 594, 596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618. 620, 622, 
624, 626, 628. 630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656. 658. 

30 660, 662, 664. 666, 668, 670, 672, 674, 688, 692, 694, 696. 698, 700, 702. 704. 706, 708, 

710, 712, 714, 716, 718, 720. 722. 724, 726, 728, 730 and 732, 

(c) a protein having an amino acid sequence which is more than 70% identical, preferably more 
than 75% or 80% identical, more preferably more than 85%, 90% or 95% identical and most 
preferably more than 97% identical to any of the amino acid sequences as represented by 

35 any of SEQ ID NOs 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48. 50, 52, 54, 
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56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 
104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 
140, 142, 144, 146. 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 
176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 
5 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 

248, 250, 252, 254, 256. 258, 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 280, 282, 
284, 286, 288, 290, 292. 294, 296, 298, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308, 
310, 312. 314, 316, 318. 320, 322, 324, 326, 328, 330, 332, 324, 326, 328, 340, 342, 344, 
346, 348, 350, 352, 354, 356. 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 378, 380, 
10 382, 384, 386, 388. 390. 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 

418, 420, 422. 424, 426. 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 
454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 
490, 492, 494, 496, 498, 500, 502, 504, 506, 508, 510, 512, 514, 516, 518, 520, 522, 524, 
526, 528, 530, 532, 534, 536, 538, 540, 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 
15 562, 564, 566, 568, 560, 562, 564, 566, 568, 570, 572, 574, 576, 578, 580. 582, 584, 586, 

588, 590, 592, 594, 596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 
624, 626, 628, 630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 
660, 662, 664, 666, 668, 670, 672, 674, 688, 692, 694, 696, 698, 700, 702, 704, 706, 708, 
710, 712, 714, 716, 718, 720, 722, 724, 726, 728, 730 and 732, and, 
20 (d) a functional fragment of any of said proteins as defined in a) to c), 

for the preparation of a medicament for treating diseases associated with yeast or fungi. 
The term "functional fragment" of a protein means a truncated version of the original protein or 
polypeptide referred to. The truncated protein sequence can vary widely in length; the minimum 
size being a sequence of sufficient size to provide a sequence with at least a comparable 
25 function and/or activity of the original sequence referred to, while the maximum size is not 
critical. In some applications, the maximum size usually is not substantially greater than that 
required to provide the desired activity and/or function(s) of the original sequence. A functional 
fragment can also relate to a subunit with similar function as said protein. Typically, the 
truncated amino acid sequence will range from about 5 to about 60 amino acids in length. More 
30 typically, however, the sequence will be a maximum of about 50 amino acids in length, 
preferably a maximum of about 60 amino acids. It is usually desirable to select sequences of at 
least about 10, 12 or 15 amino acids. 

Functional fragments include those comprising an epitope which is specific or unique for the 
proteins according to the invention. Epitopes may be determined using, for example, peptide 
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scanning techniques as described in Geysen ef al. (1986). Preferred functional fragments have 
a length of at least, for example, 5, 10, 25, 50, 75, 100, 125, 150, 175 or 200 amino acids. 
The polypeptides to be used according to the invention from Saccharomyces cerevisiae, are 
represented by SEQ ID NOs 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46. 48, 50, 
5 52, 54, 56, 58. 60, 62. 64, 66, 68. 70, 72, 74. 76, 78, 80, 82, 84. 86, 88, 90. 92, 94, 96, 98. 100, 
102, 104. 106. 108. 110, 112, 114, 116, 118, 120, 122, 124, 126, 128. 130, 132, 134, 136, 138, 
140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166. 168. 170, 172, 174, 176, 
178, 180, 182. 184. 186, 188, 190, 192. 194. 196, 198, 200, 202. 204. 206. 208, 210, 212, 214, 
216, 218, 220, 222, 224, 226, 228, 230, 232. 234, 236, 238. 240. 242, 244. 246, 248, 250, 252, 

10 254, 256, 258. 260. 262, 264, 266, 268. 270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 
292, 294, 296. 298, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308. 310, 312, 314, 316, 318. 
320, 322, 324. 326. 328, 330, 332, 324, 326, 328, 340, 342, 344, 346. 348, 350, 352, 354, 356, 
358, 360, 362, 364, 366, 368, 370, 372. 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 
396, 692, 694, 696, 698, 700, 702, 704, 706, 708, 710, 712, 714 and 716. Also according to the 

15 invention is the use of the polypeptides from Candida albicans as represented by the SEQ ID 
NOs 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422. 424, 426, 428, 430, 432, 
434, 436, 438, 440, 442, 444, 446, 448. 450, 452, 454, 456, 458. 460, 462. 464, 466. 468, 470, 
472, 474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496, 498. 500, 502, 504, 506, 508, 
510, 512, 514, 516, 518, 520, 522, 524. 526, 528, 530, 532, 534, 536, 538. 540, 542, 544, 546, 

20 548, 550, 552, 554, 556, 558, 560, 562. 564. 566, 568, 560, 562, 564, 566, 568, 570, 572, 574, 
576, 578. 580, 582, 584, 586, 588, 590. 592, 594, 596, 598, 600, 602. 604, 606, 608, 610, 612, 
614, 616, 618, 620, 622, 624. 626, 628, 630. 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 
652, 654, 656, 658, 660, 662, 664, 666, 668, 670, 672, 674, 688. 718. 720. 722, 724, 726, 728, 
730 and 732, and the use of human polypeptides as represented by SEQ ID NOs 676, 678, 

25 680, 682, 684 and 686. 

Thus, according to a preferred embodiment, the present invention relates to an isolated 
polypeptide which is involved in a pathway for programmed cell death of yeast or fungi, for 
instance a Candida spp., selected from: 

(a) a polypeptide having an amino acid sequence as represented in any of SEQ ID NOs 

30 398, 400, 402, 404. 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 

432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 464. 
466, 468, 470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496, 498, 
500, 502, 504, 506, 508, 510, 512, 514. 516. 518. 520, 522. 524, 526, 528, 530, 532, 
534, 536, 538, 540, 542. 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 564, 566, 

35 568. 560, 562. 564. 566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 588, 590, 
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592, 594, 596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 
626, 628, 630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 
660, 662, 664, 666, 668, 670, 672, 674, 688, 718, 720, 722, 724, 726, 728, 730 and 732, 
or encoding a functional equivalent, derivative or bioprecursor of said protein; 
5 (b) a polypeptide having an amino acid sequence which is more than 70% similar, preferably 
more than 75% or 80% similar, more preferably more than 85%, 90% or 95% similar and 
most preferably more than 97% similar to any of the amino acid sequences as 
represented by any of SEQ ID NOs 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 
418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442. 444, 446, 448, 450, 

10 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 482, 484, 

486, 488, 490, 492, 494, 496, 498, 500, 502, 504, 506, 508, 510, 512. 514, 516, 518, 
520, 522, 524, 526, 528, 530, 532, 534, 536, 538, 540, 542, 544, 546, 548, 550, 552, 
554, 556, 558, 560, 562, 564, 566, 568, 560, 562, 564, 566, 568, 570, 572, 574, 576, 
578, 580, 582, 584, 586, 588, 590, 592, 594, 596, 598, 600, 602, 604, 606, 608, 610, 

15 612, 614, 616, 618, 620, 622, 624, 626, 628, 630, 632, 634, 636, 638, 640, 642, 644, 

646, 648, 650, 652, 654, 656, 658, 660, 662, 664, 666, 668, 670, 672, 674, 688, 718, 
720, 722, 724, 726, 728, 730 and 732, 

(c) a polypeptide having an amino acid sequence which is more than 70% identical, 
preferably more than 75% or 80% identical, more preferably more than 85%, 90% or 

20 95% identical and most preferably more than 97% identical to any of the amino acid 

sequences as represented by any of SEQ ID NOs 398, 400, 402, 404, 406, 408, 410, 
412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 
446, 448, 450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 
480, 482, 484, 486, 488, 490, 492, 494, 496, 498, 500, 502, 504, 506, 508, 510, 512, 

25 514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 534, 536, 538, 540, 542, 544, 546, 

548, 550, 552, 554, 556, 558, 560, 562, 564, 566, 568, 560, 562, 564, 566, 568, 570, 
572, 574, 576, 578, 580, 582, 584, 586, 588, 590, 592, 594, 596, 598, 600, 602, 604, 
606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 626, 628, 630, 632, 634, 636, 638, 
640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 660, 662, 664, 666, 668, 670, 672, 

30 674, 688, 71 8, 720, 722, 724, 726, 728, 730 and 732, and 

(d) a functional fragment of any of said polypeptides as defined in a) to c). 

According to a further preferred embodiment, the present invention relates to an isolated 
polypeptide which is involved in a pathway for programmed cell death of mammalian cells 
selected from: 
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(a) a polypeptide having an amino acid sequence as represented in any of SEQ ID NOs 
676, 678, 680, 682, 684 and 686, or encoding a functional equivalent, derivative or 
bioprecursor of said protein; 

(b) a polypeptide having an amino acid sequence which is more than 70% similar, preferably 
5 more than 75% or 80% similar, more preferably more than 85%, 90% or 95% similar and 

most preferably more than 97% similar to any of the amino acid sequences as 
represented by any of SEQ ID NOs human 676, 678, 680, 682, 684 and 686; 

(c) a polypeptide having an amino acid sequence which is more than 70% identical, 
preferably more than 75% or 80% identical, more preferably more than 85%, 90% or 

10 95% identical and most preferably more than 97% identical to any of the amino acid 

sequences as represented by any of SEQ ID NOs 676, 678, 680, 682, 684 and 686; 
and, 

(d) a functional fragment of any of said polypeptides as defined in a) to c). 

The invention also relates to the polypeptides of the invention and described above for use as a 
15 medicament. 

Pharmaceutical or fungicidal compositions comprising at least one of the nucleic acids, 
antisense molecules, polypeptides of the invention optionally together with a pharmaceutical^ 
acceptable carrier, diluent or excipient therefor, are also part of the invention. 
The polypeptides described above or the human or mammal homologues thereof can also be 

20 used for treating proliferative disorders or for the prevention of apoptosis in certain diseases. 

The invention furthermore relates to a pharmaceutical composition for use as a medicament for 
treating proliferative disorders or for the prevention of apoptosis in certain diseases comprising 
a nucleic acid molecule of the invention or a human homologue thereof, an antisense molecule 
to at least one of the nucleic acids of the invention or an antisense molecule to a mammalian 

25 homologue of said nucleic acid or a polypeptide of the invention or a human homologue thereof 
together with a pharmaceutical^ acceptable carrier, diluent or excipient therefor. 
The polypeptide or protein according to the invention may also include variants of any of the 
polypeptides of the invention as specified above having conservative amino acid changes. 
The present invention also relates to a vaccine for immunizing a mammal comprising at least 

30 one (recombinant) nucleic acid molecule or at least one (recombinant) polypeptide of the 
invention in a pharmaceutical^ acceptable carrier. Preferred vaccines are those that can be 
used for immunization against infections caused by yeast and fungi. Other preferred vaccines 
can be used for immunizing mammals against proliferative disorders or for preventing apoptosis 
in certain diseases. 
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Pharmaceutical^ acceptable carriers include any carrier that does not itself induce the 
production of antibodies harmful to the individual receiving the composition. Suitable carriers 
are typically large, slowly metabolizing macromolecules such as proteins, polysaccharides, 
polylactic acids, polyglycolic acids, polymeric amino acids, amino acid copolymers; and inactive 
5 virus particles. Such carriers are well known to those of ordinary skill in the art. 

A "vaccine" is an immunogenic composition capable of eliciting protection against infections 
caused by yeast or fungi, whether partial or complete. 

Said vaccine compositions may include prophylactic as well as therapeutic vaccine 
compositions. When a vaccine is used for protecting individuals against certain infections or 
10 diseases, it is called a prophylactic vaccine. A vaccine may also be useful for treatment of an 
individual, in which case it is called a therapeutic vaccine. 

The term "therapeutic" refers to a composition capable of treating infections caused by yeast or 
fungi or capable of treating proliferative disorders. 

Also encompassed within the present invention are antibodies, monoclonal or polyclonal, 

15 capable of specifically binding to one or more epitopes of the polypeptides or proteins of the 
invention. The polypeptides of the invention are represented in SEQ ID NOs 18, 20, 22, 24, 26, 
28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76. 
78, 80, 82, 84, 86, 88, 90. 92, 94. 96, 98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118, 
120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 

20 158, 160, 162, 164, 166, 168, 170. 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 
196. 198, 200, 202, 204, 206. 208, 210, 212, 214, 216, 218, 220, 222, 224, 226, 228. 230, 232, 
234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268. 270, 
272. 274, 276. 278, 280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 290, 292, 294. 296. 298, 
300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330. 332, 324, 326, 

25 328, 340, 342, 344, 346, 348, 350, 352, 354, 356. 358, 360, 362, 364, 366, 368. 370. 372. 374. 
376, 378, 380, 382, 384, 386. 388. 390. 392, 394, 396, 398, 400, 402, 404, 406. 408. 410, 412, 
414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 
452, 454, 456, 458, 460, 462, 464, 466. 468, 470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 
490, 492, 494, 496, 498, 500, 502, 504. 506. 508, 510, 512, 514, 516, 518, 520, 522, 524. 526. 

30 528, 530, 532, 534, 536, 538, 540, 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 564, 
566, 568, 560, 562, 564. 566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 588. 590, 592, 
594, 596, 598, 600, 602, 604, 606. 608. 610, 612, 614, 616, 618, 620, 622, 624, 626, 628, 630, 
632, 634, 636, 638, 640, 642, 644, 646, 648. 650, 652, 654, 656, 658, 660, 662, 664. 666. 668. 
670, 672, 674, 676, 678, 680, 682, 684, 686. 688, 692, 694, 696, 698, 700, 702, 704, 706, 708, 

35 710, 712, 714, 716, 718, 720. 722, 724. 726. 728, 730 and 732. 
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The term "specific binding" implies that there is substantially no cross-reaction of the antibody 
with other proteins. 

The antibodies according to the invention may be produced according to techniques which are 
known to those skilled in the art. Monoclonal antibodies may be prepared using conventional 
5 hybridoma technology as described by Kohler and Milstein (1979). Polyclonal antibodies may 
also be prepared using conventional technology well known to those skilled in the art, and which 
comprises inoculating a host animal, such as a mouse, with a protein or epitope according to 
the invention and recovering the immune serum. The present invention also includes fragments 
of whole antibodies which maintain their binding activity, such as for example, Fv, F(ab') and 

1 0 F(ab') 2 fragments as well as single chain antibodies. 

The antibodies of the invention are capable of specifically binding to at least one of the yeast or 
Candida polypeptides as defined earlier or to a human homologue thereof or to a specific 
epitope of said polypeptide or said human homologue. The invention also relates to the use of 
said antibodies in treating and/or preventing and/or alleviating proliferative disorders or for the 

15 prevention of apoptosis in certain diseases. Said antibodies may also be used for the 
preparation of a medicament for and/or preventing and/or alleviating proliferative disorders or 
for the prevention of apoptosis in certain diseases. 

Antibodies according to the invention may also be used in a method of detecting the presence 
of a polypeptide according to the invention, which method comprises reacting the antibody with 
20 a sample and identifying any protein bound to said antibody. A kit may also be provided for 
performing said method which comprises an antibody according to the invention and means for 
reacting the antibody with said sample. 

The antibodies according to the invention may be used as a medicament or may be comprised 
in a pharmaceutical composition. According to a more specific embodiment, the antibodies may 

25 be used in the preparation of a medicament for treating diseases associated with yeast and 
fungi where the yeast or fungus is chosen from, but not restricted to Candida spp., Aspergillus 
spp., Microsporum spp., Trichophyton spp., Fusarium spp., Zygomycetes spp., Botritis, spp., 
Cladosporium spp., Malassezia spp., Epidermophyton floccosum, Blastomyces dermatitidis, 
Coccidioides imminitis, Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus 

30 neoformans, and Sporothrix schenckii. 

The invention also relates to a method of preventing infection with yeast or fungi, comprising 
administering a composition containing at least one polypeptide of the invention to a mammal in 
effective amount to stimulate the production of protective antibody or protective T-cell response. 
According to another embodiment, the present invention provides a method of identifying 

35 compounds or polypeptides which selectively inhibit, induce or interfere with the 
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expression/production of the polypeptides encoded by the nucleotide sequences of the 
invention, or compounds which selectively inhibit, activate or interfere with the functionality of 
polypeptides expressed from the nucleotide sequences according to the invention, or which 
selectively inhibit, induce or interfere with the metabolic pathways in which these polypeptides 
5 are involved. Compounds (or polypeptides) may carry agonistic or antagonistic properties. The 
compounds (and polypeptides) to be screened may be of extracellular, intracellular, biologic or 
chemical origin. 

Different alternative methods for identification of said compounds or polypeptides form part of 
the present invention. 

1 0 According to a specific embodiment the invention relates to a method of identifying compounds 
which selectively modulate expression or functionality of polypeptides involved in a pathway 
eventually leading to programmed cell death of yeast and fungi or in metabolic pathways in 
which said polypeptides are involved, which method comprises (a) contacting a compound to be 
tested with yeast or fungal cells transformed, transfected or infected with an expression vector 

15 comprising an antisense sequence of at least one of the nucleic acid sequences of the 
invention, which expression results in underexpression of said polypeptide, in addition to 
contacting one or more wild type cells with said compound, (b) monitoring the growth and/or 
death rate or activity of said transformed, transfected or infected cells compared to said wild 
type cells; wherein differential growth or activity of said transformed, transfected or infected 

20 yeast or fungal cells is indicative of selective action of said compound on a polypeptide in the 
same or a parallel pathway, (c) alternatively monitoring the growth and/or death rate and/or 
activity of said transformed, transfected or infected cells compared to transformed, transfected 
or infected cells which were not contacted with the compound to be tested, wherein differential 
growth or activity of said mutated yeast or fungi cells is indicative of selective action of said 

25 compound on a polypeptide in the same or a parallel pathway, (d) alternatively monitoring 
changes in morphologic and/or functional properties of components in said transformed, 
transfected or infected cells caused by the addition of the compound to be tested, and (e) 
optionally identifying the compound . 

Alternative methods for identifying compounds which selectively modulate expression or 
30 functionality of polypeptides involved in a pathway eventually leading to programmed cell death 
of yeast or fungi or in metabolic pathways in which said compounds are involved, may comprise 
the use of any other method known in the art resulting in gene activation, gene inactivation, 
gene modulation or gene silencing. 

Another alternative to the above described method comprises (a) contacting a compound to be 
35 tested with a genetically modified yeast or fungus in which modification results in the 
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overexpression or underexpression of at least one of the nucleic acids or the polypeptides of the 
invention, which overexpression or underexpression of said nucleic acid or polypeptide 
prevents, delays or sensitizes for apoptosis of said genetically modified yeast or fungus, in 
addition to contacting wild type cells with said compound, (b) monitoring the growth and/or death 
5 rate and/or activity of said genetically modified yeast or fungi cells compared to said wild type 
cells wherein differential growth or activity of said genetically modified yeast or fungi cells is 
indicative of selective action of said compound on a polypeptide in the same or a parallel 
pathway, (c) alternatively monitoring the growth and/or death rate and/or activity of said 
genetically modified cells compared to genetically modified cells which were not contacted with 

10 the compound to be tested, wherein differential growth or activity of said genetically modified 
yeast of fungi cells is indicative of selective action of said compound on a polypeptide in the 
same or a parallel pathway, (d) alternatively monitoring changes in morphologic and/or 
functional properties of components in said genetically modified cells caused by the addition of 
the compound to be tested, and, (e) optionally identifying the compound. 

15 The invention also relates to a method of identifying compounds which selectively modulate 
expression of polypeptides which are involved in a pathway eventually leading to programmed 
cell death of yeast or fungi which method comprises (a) contacting host cells transformed, 
transfected or infected with an expression vector comprising a promoter sequence of a nucleic 
acid molecule of the invention joined in frame with a reporter gene and (b) monitoring increased 

20 or decreased expression of said reporter gene caused by the addition of the compound being 
tested. This enables to analyse the influence of the compound onto all/most aspects of 
transcriptional activation. Alternatively additional tests can routinely be performed to test the 
influence of the compound onto mRNA stability, translation and protein stability. All these 
aspects influence the concentration of corresponding proteins and consequently influence the 

25 effect of these on the metabolism of the cell. 

The invention further relates to a method of identifying compounds or polypeptides which bind 
to or modulate the properties of polypeptides which are involved in a pathway eventually leading 
to programmed cell death of yeast or fungi, which method comprises (a) contacting a compound 
or polypeptide to be tested with at least one of the polypeptides of the invention, (b) detecting 

30 the complex formed between the compound or polypeptide to be tested and said polypeptide, 
(c) alternatively, examining the diminution/increase of complex formation between said 
polypeptide and a receptor/binding partner, caused by the addition of the compound or 
polypeptide being tested, (c) alternatively, examining the alteration in the functional activity of 
the polypeptide, caused by the addition of the compound or polypeptide being tested, and (d) 

35 optionally identifying the compound or polypeptide. 
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The invention also relates to a method for identifying compounds interacting with a polypeptide 
involved in a pathway eventually leading to programmed cell death of yeast and fungi 
comprising the steps of (a) providing a two-hybrid screening system wherein a polypeptide of 
the invention and a protein interacting with said polypeptide or an interacting polypeptide 
5 obtainable by a method as described above, are expressed, (b) interacting said compound with 
the complex formed by the expressed proteins as defined in a), (c) detecting a second complex, 
wherein the presence of said second complex identifies a compound which specifically binds to 
one of said polypeptide or to said second complex, and optionally (d) identifying the compound. 
According to another embodiment the invention relates to a method for identifying compounds 

10 which selectively modulate expression of polypeptides which are involved in a pathway 
eventually leading to programmed cell death of yeast or fungi which method comprises: (a) 
contacting host cells transformed, transfected or infected with an expression vector comprising 
a promoter sequence of a nucleic acid of the invention joined in frame with a reporter gene, (b) 
monitoring increased or decreased expression of said reporter gene caused by the addition of 

1 5 the compound being tested, and, optionally (c) identifying the compound. 

Yet another embodiment of the invention is a method for identifying polypeptides involved in a 
pathway eventually leading to programmed cell death comprising the steps of: (a) providing a 
two hybrid system wherein a polypeptide encoded by a nucleic acid or by any of the vectors of 
the invention as a bait and a S. cerevisiae cDNA library as a prey are used, (b) detecting an 

20 interaction between said polypeptide and a S. cerevisiae polypeptide encoded by said cDNA 
library, and, optionally (c) identifying said S. cerevisiae polypeptide. 

The term "cells" as used in the above methods relates to any type of cells such as, but not 
limited to bacterial, yeast, fungal, plant or human cells. 

Compounds found using this approach may additionally be tested on their efficiency in killing or 
25 inhibiting the growth of wild type cells in order to confirm their utility as medicament for treating 
wild type pathogenic strains/tumor cells. 

According to the invention, the term "mutation" includes point mutations, deletions, insertions, 
duplications or any modification in the nucleic acid encoding said polypeptide, or at a different 
location in the genome of said cells, influencing the expression of said nucleic acid or 
30 polypeptide. In case point mutations occur, the number of nucleotides will be identical compared 
to the original sequence; only a change in nucleotide sequence can be observed. This stands in 
contrast with the other listed mutations where the number of the nucleotides will be different 
from the number observed in the wild type sequence and consequently will also reflect in a 
change of the nucleotide sequence. 
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Changes in morphologic and/or functional properties of cell components which can be 
monitored include for example morphological and molecular changes such as abnormal cell 
morphology, nuclear fragmentation, DNA breakage or changes in the expression of certain 
enzymes such as caspases, as well as monitoring changes in membrane potential or activity of 
5 mitochondria and release of cytochrome c from mitochondria. All these changes can be 
monitored on the whole cell which is contacted to the compound to be tested. 
Detection of the complex formation can be performed using several approaches. First, binding 
of a compound onto a polypeptide can be studied using classical binding tests: one of the 
binding partners, compound or polypeptide is labeled and interaction of both is measured. Most 

10 of these tests comprise following steps: incubating both binding partners in conditions where 
binding is allowed, separation of free label from bound label present in the complex formed 
between both partners, and measuring the number of labeled complexes formed. Separation of 
free and bound label can be performed via filtration, centrifugation or other means as known by 
the person skilled in the art. Other techniques allow visualisation of complex formation without 

15 the need of such a separating step. For example, test systems using SPA (scincillation 
proximity assay) beads are based on the principle that radioactive 3 H can only be measured 
when present in scincillation fluid. SPA beads contain scincillation fluid and can be coated with 
one of the binding partners. When this bead is approached and binds the other binding partner 
which is radioactively labeled, a signal will be detected allowing the complex to be visualised. 

20 Binding of the radioactive compound onto the scincillation bead is needed in order to result in a 
detectable signal; non-bound radioactive partners that stay free into the solution will not result in 
a detectable signal. 

The protein or peptide fragments according to the invention employed in such a method may be 
for example in solution or coated on suspended beads as described above. Alternatively, these 

25 can be affixed to a solid support, borne on a cell or phage surface or located intracellular^. 

When protein or peptide fragments are coated on solid supports, they can be tested for their 
binding affinity for large numbers of compounds. These can be used in different kinds of high 
throughput screenings in order to identify compounds having suitable binding affinity to the 
polypeptides according to the invention. Platform technologies or technologies based on SPR 

30 (see below) can be applied. 

One may measure for example, the formation of complexes between the proteins of the 
invention and the compound being tested. Alternatively, one may examine the diminution or 
increase of complex formation between the protein according to the invention and a 
receptor/binding partner caused by the compound being tested. 
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Proteins which interact with the polypeptide of the invention may be identified by investigating 
protein-protein interactions using the two-hybrid vector system first proposed by Chien et al. 
(1991). 

This technique is based on functional reconstitution in vivo of a transcription factor which 
5 activates a reporter gene. More particularly the technique comprises providing an appropriate 
host cell with a DNA construct comprising a reporter gene under the control of a promoter 
regulated by a transcription factor having a DNA binding domain and an activating domain, 
expressing in the host cell a first hybrid DNA sequence encoding a first fusion of a fragment or 
all of a nucleic acid sequence according to the invention and either said DNA binding domain or 

10 said activating domain of the transcription factor, expressing in the host at least one second 
hybrid DNA sequence, such as a library or the like, encoding putative binding proteins to be 
investigated together with the DNA binding or activating domain of the transcription factor which 
is not incorporated in the first fusion; detecting any binding of the proteins to be investigated 
with a protein according to the invention by detecting for the presence of any reporter gene 

1 5 product in the host cell; optionally isolating second hybrid DNA sequences encoding the binding 
protein. 

An example of such a technique utilizes the GAL4 protein in yeast. Gal4 is a transcriptional 
activator of galactose metabolism in yeast and has a separate domain for binding to activators 
upstream of the galactose metabolising genes as well as a protein-binding domain. Nucleotide 

20 vectors may be constructed, one of which comprises the nucleotide residues encoding the DNA 
binding domain of Gal4. These binding domain residues may be fused to a known protein 
encoding sequence, such as for example the nucleic acids according to the invention. The other 
vector comprises the residues encoding the protein-binding domain of Gal4. These residues are 
fused to residues encoding a test protein. Any interaction between polypeptides encoded by the 

25 nucleic acid according to the invention and the protein to be tested leads to transcriptional 
activation of a reporter molecule in a GAL4 transcription deficient yeast cell into which the 
vectors have been transformed. Preferably, a reporter molecule such as B-galactosidase is 
activated upon restoration of transcription of the yeast galactose metabolism genes. 
Alternatively, other reporter proteins can be used such as EGFP (enhanced green fluorescent 

30 protein), or hEGFP. This latter has a decreased lifetime enabling the system to screen for 
compounds improving the interaction of studied binding partners. 

The two-hybrid approach was first developed for yeast, and is an ideal screening system when 
looking for compounds active in killing yeast or fungi. Indeed, proteins expressed in this system 
will most probably carry the correct modifications as found in the pathogenic yeast strains. In 
35 addition, compounds active in this test system allow to screen and select compounds which are 
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able to enter the cell, this selection is not possible when using in vitro test systems. When 
compounds are needed to target mammalian cells, modification of the studied proteins can be 
different, changing the structure of corresponding proteins. Moreover working with yeast might 
block certain compounds to enter the cell, which are normally able to traverse the mammalian 
5 cell membrane. Consequently, working with mammalian two-hybrid system for this purpose will 
give already an immediate selection of the compounds that may enter mammalian cells. 
Alternative in vitro methods can be used to investigate protein - protein interactions. Protein 
interaction analysis in vitro can shed light on their role in the intact cell by providing valuable 
information on specificity, affinity, and structure-function relation ship. Significant progress in this 

10 respect has become with the advent, in the last few years, of commercially available biosensor 
technology. This allows to study macromolecular interactions in real-time, providing a wealth of 
high-quality data that can be used for kinetic analysis, affinity measurements, competition 
studies, etc. A major advantage of biosensor analysis is that there is no requirement for labeling 
one of the interacting components and then separating bound from free molecules- a fact that 

1 5 simplifies experimental procedures and provides more accurate measurements. The principle of 
surface plasmon resonance (SPR) is based on the detection of a change of the refractive index 
of the medium when a compound or protein binds to an immobilised partner molecule. For the 
SPR technology, one needs to load one of the interacting partners to the chip surface, followed 
by the superfusion of the second binding partner or more molecules. The second partner can be 

20 available as purified product, but alternatively a complex suspension containing this partner can 
also be used. Interaction of two or more compounds can be analysed, alternatively, compounds 
can be identified interfering or increasing this binding affinity towards each other. 
SPR is not restricted to protein-protein interactions; any macromolecule with a suitable size will 
change the refractive index of the medium in contact with the biosensor surface and therefore 

25 give a signal. Studies have been done with protein-DNA interactions, as well as protein-lipid 
interactions. Moreover intact viruses, and even cells, can also be injected over the biosensor 
surface, in order to analyse their binding to receptors, lectins, and so on. 
Alternatively, NMR is also an excellent tool for a detailed study of protein-protein or DNA-protein 
interactions. Isotope edited or isotope filtered experiments whereby one compound is 

30 isotopically labeled with 15 N or 13 C are an ideal way to study these complexes. This method 
does not allow high throughput analysis of compounds interfering or enhancing molecular 
interactions. Nevertheless, medium or low throughput systems can be used to confirm results 
obtained by the high throughout assays or in cases where none of the binding partners are 
labeled. Other techniques which can be used to study interactions are: overlay, ligand blotting, 
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band-shift, co-immuno-precipitation, size exclusion chromatography and microcalorimetry (In. 
"Protein targeting Protocols" Ed. Ciegg R.A. Humana Press, Totowa, New Yersey). 
Compounds modulating pathways leading to apoptosis may change the activity of the 
polypeptide of the invention. Therefore screening tests may be setup looking for altered protein 
5 activity of the polypeptide of the invention. Based on the amino acid sequence a possible 
function of the polypeptide might be envisaged; activities can be confirmed and corresponding 
activity test can be started. 

Alternatively additional tests can be performed to test the influence of the compound onto 
protein stability, post-translational modification, precursor processing and protein translocation. 

10 All these aspects influence the concentration and/or activity of corresponding proteins and 
consequently influence the effect of these onto the metabolism of the cell. Also here, medium or 
low throughput systems can be used to confirm results obtained by the high throughout assays. 
In cases compounds need to be found to target tumor cells, screening assays will have to be 
used focused on the stimulation of the apoptotic pathway. This invention therefore also relates 

15 to in vitro and in vivo model systems comprising tumor tissue or cells expressing the 
polypeptides according to the invention which can be used to screen for therapeutic agents. In 
vivo modelsystems allow to test for compound efficacity but also the toxicity of these 
compounds can be tested. The compounds identified using any of the methods described in the 
invention not only include compounds which exert their effect in promoting cell death of yeast 

20 and fungi, but also include compounds which prevent or delay cell death. The latter compounds 
can be used to prevent or delay apoptosis of endogenic yeast or fungi in humans and other 
mammals which may be caused by pathogens or toxic environmental components. 
According to a preferred aspect of the invention, the yeast or fungi according to any of the 
methods described, are chosen from Candida spp., Aspergillus spp., Microsporum spp., 

25 Trichophyton spp., Fusarium spp., Zygomycetes spp., Botritis, spp., Cladosporium spp., 
Malassezia spp., Epidermophyton floccosum, Blastomyces dermatitidis t Coccidioides imminitis, 
Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus neoformans, and 
Sporothrix schenckii. 

The invention also relates to a compound identified using any of the methods of the invention. 

30 Compounds identifiable or identified using a method according to the invention, may 
advantageously be used as a medicament. The invention also relates to a method for treating 
diseases associated with yeast or fungi comprising admixing a compound obtainable by a 
method of the invention with a suitable pharmaceutical^ acceptable carrier. 
The invention further relates to a method for preparing pharmaceutical composition for treating 

35 diseases associated with yeast or fungi comprising admixing a compound as identified above 
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with a suitable pharmaceutical^ acceptable carrier. The invention also relates to said 
pharmaceutical composition. 

The compounds or pharmaceutical compositions of the invention can be used for the 
preparation of a medicament to treat diseases or conditions associated with yeast and fungi 
5 infections, more preferably where the yeast or fungus is chosen from Candida spp., Aspergillus 
spp., Microsporum spp., Trichophyton spp. f Fusarium spp. p Zygomycetes spp., Botritis, spp., 
Cladosporium spp., Malassezia spp., Epidermophyton floccosum, Blastomyces dermatitidis, 
Coccidioides imminitis, Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus 
neoformans, and Sporothrix schenckii. 

10 These compounds may also advantageously be included in a pharmaceutical composition 
together with a pharmaceutical^ acceptable carrier, diluent or excipient therefor. 
A medicament according to the invention not only relates to fungicidal and fungistatic 
compounds for treating humans or mammals but also relates to fungicides for treating plants. 
According to yet another embodiment, the invention relates to a genetically modified yeast or 

15 fungus in which modification results in the overexpression or underexpression of at least one of 
the nucleic acids or the polypeptides of the invention, which overexpression or underexpression 
of said nucleic acid or polypeptide prevents, delays or sensitizes for apoptosis of said 
genetically modified yeast or fungus. These genetically modified organisms may have a positive 
effect on the endogenic flora of humans and other mammals. The genetically modified yeast or 

20 fungi can be included in a pharmaceutical composition or can be used for the preparation of a 
medicament for prophylactic or therapeutic use. 

Also according to the invention is the use of a compound obtainable by a method of the 
invention, a pharmaceutical composition or a genetically modified organism as described above 
for the preparation of a medicament for modifying the endogenic flora of humans and other 
25 mammals. 

According to another embodiment, the invention relates to a genetically modified mammalian 
cell or non-human organism in which modification results in the overexpression or 
underexpression of at least one of the nucleic acids of the invention or a human homologue 
thereof or at least one of the polypeptides of the invention or a human homologue thereof, 
30 which overexpression or underexpression of said nucleic acid or polypeptide prevents or delays 
apoptosis of said genetically modified mammalian cell or in said genetically modified non-human 
organism. 

According to a preferred embodiment, the invention relates to a genetically modified mammalian 
cell or non-human organism as described above wherein said modification comprises the 
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expression of an antisense molecule to at least one of the nucleic acids of the invention or an 
antisense molecule to a mammalian homologue of said nucleic acid. 

The invention also relates to a method for identifying compounds for stimulating or inhibiting 
apoptosis comprising the use of at least one of the nucleic acid sequences of the invention or a 
5 human homologue thereof and/or at least one of the polypeptides of the invention or a human 
homologue thereof and/or a genetically modified mammalian cell or non-human organism as 
described in the invention. 

Some examples of preferred human homologues of yeast and/or Candida spp. sequences 
which can be used in the above methods are represented in SEQ ID NOs 675 to 686. 
10 The invention further relates to the compounds identifiable according to the above-described 
method and their use as a medicament. 

The invention further relates to a method for preparing a pharmaceutical composition for 
treating proliferative disorders or for preventing apoptosis in certain diseases comprising 
admixing a compound identifiable according to the above-described methods with a suitable 
1 5 pharmaceutical^ acceptable carrier. 

The invention also relates to the use of compounds obtainable by the above described methods 
for the preparation of a medicament for treating proliferative disorders or for preventing 
apoptosis in certain disorders. 

Furthermore, the present inventors overexpressed the Bax protein in the pathogenic yeast 
20 Candida albicans and found that this leads to a similar phenotype. However these results could 
only be received after having constructed a new synthetic bax gene which could be adequately 
expressed in this pathogenic organism. 

Therefore, the present invention relates to an isolated nucleic acid representing a synthetic 
BAX-gene for expression in Candida spp. selected from the group of: 
25 a) a nucleic acid comprising a sequence as represented by SEQ ID NO 1 , 

b) a nucleic acid comprising a fragment of a sequence of SEQ ID NO 1 and encoding a 
functional fragment of the sequence represented by SEQ ID NO 2, 

c) a nucleic acid comprising a sequence as represented in any of SEQ ID NOs 3 to 10, 

d) a nucleic acid which is more than 75 % identical, preferably more than 80%, 85%, 90% 
30 or 95% identical, most preferably more than 97% identical to the nucleic acid as 

represented by SEQ ID NO 1, or to a nucleic acid according to the nucleic acid as 
defined in b) or c), and 

e) a nucleic acid as defined in any one of (a) to (i) interrupted by intervening DNA 
sequences. 
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or a nucleic acid representing the complement of any of said nucleic acids as defined in (a) 
to(d). 

The synthetic SAX gene shows 73.7% identity with the gene coding for Bax-cc. It should be clear 
that the present invention also relates to nucleic acids wherein other, also frequently used 
5 Candida spp. codons, are used instead of the choice made for the sequence represented in 
SEQ ID NO 1. (Table 8) 

It should be clear that all nucleic acids according to the invention and which are specifically 
described above, can be DNA, cDNA, genomic DNA, synthetic DNA, or RNA wherein T is 
replaced by U. 

10 According to another embodiment of the invention, the nucleic acid sequences according to the 
invention as defined above may, advantageously, be included in a suitable vector, preferably an 
expression vector which may be transformed, transfected or infected into a host cell. In such an 
expression vector the nucleic acid is operably linked to one or more control sequences allowing 
the expression in host cells, such as a suitable promoter, or the like, to ensure expression of the 

15 proteins according to the invention- in a suitable prokaryotic or eukaryotic host cell. In this 
respect, a constitutive or an inducible promoter can be used. 

As described in the examples, the invention also relates to nucleic acids and constructs 
comprising the synthetic BAX, or parts thereof, as a fusion with a carrier gene, such as, but not 
restricted to the yeast GFPgene. It is not necessary to include the complete gene of the fusion 
20 partner in the expression construct, so the invention relates to various fusion products which 
can result from the synthetic BAY gene and its fusion partner. 

The expression vectors comprising the synthetic construct or fusion protein and the host cell 
defined herein also form part of the present invention. Said host ceil can be from bacterial, 
yeast, fungal, insect, mammal or human origin. An interesting host cell according to the 
25 invention is a Candida spp. cell. 

In another embodiment, the expression vector may further comprise an inducible promoter, 
and/or further a reporter molecule. 

The invention also relates to a vector as described above for inducing programmed cell death in 
Candida spp. 

30 The invention further also relates a genetically modified yeast or fungal cell as described above 
wherein said modification results in the onset of at least one pathway eventually leading to 
programmed cell death. 

The invention also relates to a genetically modified Candida spp. cell wherein said modification 
results in the onset of at least one pathway eventually leading to programmed cell death 
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According to a further embodiment, the invention relates to a method for identifying genes in 
Candida spp. which are differentially expressed in a pathway eventually leading to programmed 
cell death using a synthetic SAX gene, as described above, or a vector comprising said gene as 
described herein, or a genetically modified yeast or fungal cell as described above. 
5 In this respect different model systems are envisaged. It has been shown in the present 
invention that expression of the synthetic BAX gene as a fusion protein more rapidly kills the 
host cells than when expressed without a fusion partner. Accordingly there will be a difference 
in which Candida spp. genes will be differentially expressed in each system. The invention thus 
relates to methods for identifying genes in Candida spp. which are differentially expressed in a 
10 pathway eventually leading to programmed cell death, wherein in said methods the host cells 
will need a longer or shorter time period for starving. Said time period is dependent on the 
expression construct or system used. 

The invention further relates to a method for obtaining and identifying Candida spp. sequences 
(genes or polypeptides) involved in a pathway eventually leading to programmed cell death 
1 5 comprising the steps of: 

a) providing a two hybrid system wherein a polypeptide encoded by a nucleic acid as 
described above or a vector as described above as a bait and a Candida spp. cDNA 
library as a prey are expressed, 

b) detecting an interaction between said polypeptide and a Candida spp. polypeptide 
20 encoded by said cDNA library, and, 

c) identifying said Candida spp. polypeptide. 

The invention also relates to a method for identifying inhibitors (or inhibitor sequences) of Bax- 
induced cell death comprising the steps of: 

a) providing a genetically modified organism as described above, 

25 b) expressing a cDNA library in said genetically modified organism, and, 

c) identifying a polypeptide or a cDNA which expression has a beneficial effect on the 
survival and/or growth of said genetically modified organism. 
The invention further relates to a method for identifying Bax-resistant yeast or fungi comprising 
the steps of: 

30 a) providing (a) genetically modified yeast or fungi as described above, 

b) treating said genetically modified yeast or fungi with a mutagen, 

c) isolating resistant yeast or fungal cells, and, 

d) optionally identifying and/or characterizing mutated genes in said resistant yeast or 
fungal cells. 
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The invention further relates to any of the methods described above wherein said genetically 
modified organism is a Candida spp. 

The invention also relates to an isolated Candida spp. nucleic acid identifiable by any of the 
methods described above. 

The invention, now being generally described, may be more clearly understood by reference to 
the following examples, which are included merely for purposes of illustration of certain aspects 
and embodiments of the present invention and are not intended to limit the invention. The 
contents of all references referred to in this text are hereby incorporated by reference. 
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FIGURE AND TABLE LEGENDS 

Figure 1, Saccharomyces cerevisiae sequences based on information obtained from the 
Saccharomyces Genome Database (SGD) (SEQ ID NOs 17 to 396 and SEQ ID 
5 NOs 691 to 71 6) 

Figure 2. Candida albicans (SEQ ID NOs 397 to 674, 687, 688 and 717 to 732) and human 
homologues (SEQ ID NOs 675 to 686). 

Human homologues were confirmed via forward and reverse BLAST using 
BLOSUM62 as a scoring matrix. 
10 YCL080W {SEQ ID NO 161) codes for a yeast protein with an unknown cellular role 

and an unknown biochemical function. The human homologue (330 bp (SEQ ID NO 
675), 109 aa (SEQ ID NO 676)) LOC51 660/g7706369 has no reported cellular role 
or biochemical function. 

YGR243W {SEQ ID NO 189) codes for a yeast protein with an unknown cellular role 
15 and an unknown biochemical function. The human homologue (384 bp (SEQ ID NO 

677), 127 aa (SEQ ID NO 678)) DKFZP564B167/g5817257 has no reported cellular 
role or biochemical function. 

YGR183C (QCR9) (Table 3) codes for a yeast protein with a known cellular role and 
a known biochemical function. QCR9 codes for subunit 9 of ubiquinol cytochrome-c 

20 reductase (7.3 kDa protein) which is a component of the ubiquinol cytochrome-c 

reductase complex. Cellular role: energy generation. Biochemical function: 
oxidoreductase and active transporter. The human homologue (132aa (SEQ ID NO 
679), 399bp (SEQ ID NO 680)) AF161536 was predicted to have an analogous 
cellular role and biochemical function. 

25 YBR009C (SEQ ID NO 37), YGR209C (SEQ ID NO 187) and YPR028W (SEQ ID 

NO 393) correspond to known yeast ORFs, Their human homologues have a 
reported cellular role or biochemical function. 
Figure 3 . Yeast genome macroarray containing a total of 6144 gene ORFs spotted on 2 nylon 
membrane filters (I and II). Each filter contains 2 fields and each field is divided into 

30 8 grids, organised in 24 rows and 8 columns. 

The spots represent the genome wide expression profile without (Minus BAX) and 
with (Plus BAX) induction of Bax expression for 30 min, 1 hour, 2 hours, 3 hours and 
6 hours. 

Fjgur 4 Yeast cells with a disrupted YGR183C gene are fully resistant to Bax-induced cell 
35 death. Resistance is observed in both the low-copy (A) and the high-copy (B) Bax 
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expr ssion system. Clonogenic survival was determined by recovering cells at 
various times from galactose-containing medium and plating of 1000 cells on 
glucose-based semisolid medium. Data are representative of three experiments 
(mean ± SD, n=3). SD bars are obscured by symbols. 
5 Figure 5. Scheme for the synthesis of the synthetic BAX gene using C. albicans optimal 
codons. 

Figure 6. DNA (SEQ ID NO 1) and protein (SEQ ID NO 2) sequence of the synthetic C. 
albicans BAX gene. 

Figure 7. Representation of the expression constructs of the synthetic CaBAX gene (A) and 
1 0 the yEGFP-synth CaBAX fusion (B). 

Figure 8. Growth of the Candida Albicans transformants: the individual transformants of 
pGAL.1 P:synthCaBAY and pGAUP.GFP-synthCaBAtf were streaked onto plates 
containing either 2% glucose or 2% galactose as sole carbon source. Growth was 
monitored 4 days later. 

15 Figure 9. Growth kinetics of GAL1 P:synthCafl>4X (A) and GAL1P:GFP-synthCaBAK (B) on 

galactose containing minimal medium. 
Figure 10. Immunoblot analysis of two independent transformants of G AL1 P:synthCaBAX after 

15 hours Bax induction on minimal galactose containing media. The arrow at 20kDa 

indicates the position of the Bax protein. The band seen at 50kDa probably 
20 represents a cell wall mannan. Not all of the contamination of the polyclonal Bax 

antibody could be removed by the threatment with S. cerevisiae mannan. 
Figure 11. Immunoblot analysis of the GAL1P:GFP-synthCaBAK strain on galactose containing 

minimal medium. The band appearing at 45kDa represents the Gfp-Bax fusion 

protein, while the band at 20kDa represents the Gfp protein alone. 
25 Figure 12. FACS analysis of two independent GALlP:GFP-synthCaB/4X transformants grown 

on galactose containing media: the light grey peak indicates the autofluorescence of 

the wt strain, the GFP-fluorescence peak is not shaded. 
Figure 13. Viability test synthCaBAK (A) and GFP-synthCaBAK transformants (B): Cells were 

pregrown in minimal dextrose medium and then switched to fresh minimal medium 
30 containing galactose. At the time points indicated, samples were taken and equal 

cell amounts were spread on minimal dextrose plates. The appearing colonies 

represented the viable fraction of the total pool. 



Tabi 1 . Oligonucleotides used for construction of the synthetic CaBAXx gene: start and stop 
35 codon are in bold, restriction sites used for cloning are in bold and italic. 
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Tables 2- 6 . Genes modulated by Bax expression in S. cerevisiae. 

This list includes the genes for which mRNA levels changed significantly after a 30 
min (Table 2), 1 hour (Table 3), 2 hours (Table 4), 3 hours (Table 5) or 6 hours 
(Table 6) induction of Bax protein expression. The Qt values were calculated using 
the Pathways™ software (Research Genetics). 

Table 7. Genes modulated by Bax expression in S. cerevisiae. This list includes all the genes 
for which mRNA levels changed significantly after induction of Bax protein 
exppression. The Qt values were calculated using the Pathways software (Research 
Genetics). Positive values correspond with upregulated genes. Negative values 
correspond with downregulated genes. (Comparable with T and ^respectively in 
Tables 2-6). 

Table 8. Codon usage for the synthetic BAX gene. 

Table 9 . Regulation of 23 selected "Bax-specific M functions. 
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EXAMPLES 

Example 1 . Differential gene expression analysis upon Bax-induced cell death 
Materials and media 

5 Bacterial strain Escherichia coli MC1061 (Casadaban and Cohen, 1980) was used for the 
construction and the amplification of plasmids. Yeast strains were grown under normal 
conditions on standard media (Sherman et a/., 1979). The Saccharomyces cereviseae strain 
INVSd (Invitrogen®, San Diego, CA, USA) was transformed by means of the lithium acetate 
method (Schiestl and Gietz, 1989) with YIpUTyL or YIpUTYLMuBax, after linearisation in the Ty 
10 8 element (Zhu, 1986). 

Cloning of mouse BAX cDNA 

Mouse bax cDNA, encoding the mouse Bax-a protein, was cloned by Pfu DNA polymerase 

(Stratagene®, Lo Jolla, CA, USA) chain reaction amplification (PCR) from an EL4/13.18 
1 5 thymoma cDNA library (BCCM™/LMBP-LIB1 5) by making use of the primers: 
S'-AIGGACGGGTCCGGGAGCAG-y (SEQ ID NO 689) and 
5'-TCAGCCCATCTTCTTCCAGATGGTGAG-3' (SEQ ID NO 690). 

The resulting PCR product was cloned in a H/ncll-openend pUCl9 according to standard 

procedures (Sambrook J. et a/., 1 989). 

20 

Plasmid constructions 

The 2p ori and the URA3 marker gene were removed from pUT332 (Gatignol et a/., 1990) by 
successive digestions with Cla\ and BgHl A BamH\-Hind\\\ GAL1 promoter fragment was ligated 
into the eg/ll-H/ndlll-opened plasmid. A Xba\-Fsp\ FLP terminator fragment was inserted into 

25 this X6al-H/ndlll(blunted)-opened plasmid so that the plasmid YIpUT was obtained. Insertion of 
a blunted EcoRI-SsaAl Ty 8 element in the Kpn\-Aati I -opened and blunted YIpUT resulted in the 
plasmid YIpUTy. Subsequent insertion of the LEU2 marker gene, as a blunted B$aA\-BsrG\ 
fragment, in the BamHI-openend and blunted YIpUTy resulted in the plasmid YIpUTyL. 
Mouse bax cDNA was excised from pUC19 by digestion with Xba\ and H/ndlll and subcloned 

30 into the Xbal-H/ndlll-opened plasmid YIpUTyL, obtaining the final expression plasmid 
YIpUTyLMuBax. 

The plasmid YIpUTyLMuBax has been deposited in the BCCM™/LMBP culture collection as 
pSCTyGALmBax with accession number 3871 under restricted use. 
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GeneFilters 

The Yeast GeneFilters™ were purchased from Research Genetics Inc. (Huntsville, AL, USA). 
The Yeast GeneFilters™ are hybridization ready nylon membranes containing a total of 6144 
gene ORFs (Open Reading Frames) individually amplified by PCR and spotted on 2 nylon 
5 membrane filters (Filter I and II). The filters are cut in the upper right corner and the DNA is on 
the labeled side of the filter. 

Filter I contains 3072 ORFs organized into two fields (fields 1 and 2). Each field contains 1536 
ORFs divided into 8 grids (A, B, C, D, E, F, G and H). The grids are organized in 24 rows and 8 
columns. 

1 0 Filter II contains 3072 ORFs organized in two fields (field 3 and 4). Fields 3 and 4 are organized 
in the same way as fields 1 and 2. 

The Yeast ORF target 

The yeast filters consist of over 6144 PCR products corresponding to 6144 yeast ORFs derived 
1 5 from the SGD. The PCR reactions used ORF specific primer pairs designed to amplify the entire 
open reading frame. The primers were generated from unique sequences containing the start 
codon ATG and termination codon (kindly provided by M. Cherry at Stanford Genome Center). 
Thus the PCR product contains the complete open reading frame including the start and stop 
codons. These products were purified and resuspended at 50 nanograms per microliter in a 
20 colored solution to allow the printing to be monitored. A robotic device was used to spot 
approximately 1/10 of a microliter of the denatured PCR product solution on a positively 
charged nylon membrane. The DNA was then UV cross-linked to the membrane. 

Results 

25 Induction of Bax-expression in yeast cells 

A preculture of yeast strain INVSd containing YIpUTyLMuBax, wherein 5 Bax cassettes under 
the control of the GAL1 promotor are integrated in the genome near Ty 6 elements, was grown 
overnight in minimal glucose-containing medium in parallel with the yeast strain INVSd 
containing YIpUTyL as a control. The precultures were diluted in 100-ml minimal glucose- 
30 containing medium and grown until an ODeoo of 1 was reached. Subsequently, the yeast cells 
were transferred into 100-ml galactose-containing medium and incubated for an additional 
period of 30 min, 1 hour, 2 hours, 3 hours or 6 hours. 
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RNA isolation 

Total RNA was isolated using RNApure™ Reagent (Genhunter Corporation Nashville, TN, 
USA) according to the GenHunter protocol. 1.5 10 9 cells were concentrated in a microcentrifuge 
tube and 1ml RNApure™ Reagent was added together with 1 g of glass pearls. The yeast cells 
5 were broken by thorough mixing during five 2-minutes periods, and placed on ice in-between to 
avoid RNA degradation. Chloroform (150 pi) was added to the lysate and centrifuged for 10 min 
at 4°C and at 15000 rpm. The supernatant was transferred to a new tube and the RNA was 
precipitated with an equal volume of isopropanol. After 10 min incubation on ice, the RNA was 
pelleted by centrifugation and the pellet was washed with 70% ice-cold ethanol. The dried RNA 
1 0 pellet was resuspended in 50 pi RNAse free dH 2 0. 

First strand cDNA synthesis in the presence of a-^P dCTP 

Probes with high specific activity were prepared by first strand cDNA synthesis using total RNA 
isolated from INVSd YIpUTyLMuBax or INVSd YIpUTyL yeast cells and incorporation of a- 33 P 
15 dCTP as follows: 2 pi (1 pg/ml) of Oligo dT was added to 20 pg of total RNA in a maximal 
volume of 8 pi RNase-free dH 2 0 and incubated at 70°C for 10 min. After cooling down on ice for 
1 min, the following components were added: 

6 pi 5x concentrated First Strand Buffer (GIBCO-BRL, Paisley, UK) 
1 pi 0,1 M DTT 
20 1 pi RNase Block (40 units/pl) (Stratagene) 

1 ,5 pi 20 mM dXTP-solution (X = A, G and T) (Amersham Pharmacia biotech Uppsala, 
Sweden) 

1,5 pi Superscript™ Reverse Transcriptase (200 units/pl) (GIBCO-BRL) 

10 pi <x- 33 P dCTP (10mCi/ml, 3000 Ci/mmol) (Amersham Pharmacia biotech Uppsala, 

25 Sweden), 

and incubated for 2 h at 37°C during which first strand cDNA synthesis took place. 
Unincorporated label was separated from the probe on a Sephadex G-50 column (Amersham 
Pharmacia biotech Uppsala, Sweden). The radioactivity incorporated in the probe was 
measured by liquid scintillation. The specific activity of the probes was 5.10 8 cpm/pg for both 

30 the INVSd YIpUTyL and the INVSd YIpUTyLMuBax probes. 

Additionally, the length of first strand cDNA probes was controlled on an alkaline 2% agarose 
gel using standard electrophoresis techniques, and resulted in the detection, via stimulated 
phosphorescence autoradiography, of the bulk of the fragments around 500 bp. 



WO 02/064766 



44 



PCT/EP01/15398 



Hybridisation with the S. cerevisiae Yeast GeneFilters™ and signal detection 

The Yeast GeneFilters™ were successively hybridised with the a- 33 P dCTP labelled cDNA 
probes using the MicroHyb™ solution provided by the manufacturer (Research Genetics Inc., 
Huntsville, AL, USA). This solution was applied as well in the prehybridisation step as during 
5 hybridisation. The MicroHyb™ solution contains formamide to allow hybridisation to occur at 
lower temperatures. 

The hybridisation experiment was performed essentially as follows: during prehybridisation, the 
Yeast GeneFilters™ were placed in a hybridisation flask (35x250 mm) filled with 5 ml 
MicroHyb™ solution (42°C) containing 5 Ml polydA (1 pg/ml) and incubated for 24 hours at 42°C 

10 whilst rotating (10 rpm). After disposal of the prehybridisation solution, the denatured (3 min at 
100°C) cDNA was added in 5 ml prewarmed MicroHyb solution and again incubated overnight 
at 42°C whilst rotating. Following two wash steps of 20 min in wash buffer (2x SSC, 1% SDS) 
at 50°C, a third wash step was performed in a second wash buffer (0,5x SSC, 1% SDS) for an 
additional 15 min at room temperature. The Yeast GeneFilters™ were placed in a 

15 Phosphorlmager™ cassette (Molecular Dynamics, Sunnyvale, CA, USA) with storage phosphor 
screen. After 4 days of development the screen was scanned at a resolution of 50 using the 
(BioRad, Richmond, CA, USA) Personal FX. The results of these can be seen in Figure 3. 

Example 2 . Quantification of Hybridisation Signals 

20 Quantification of the hybridisation signals was done using the Pathways™ software (Research 
Genetics, Huntsville, AL, USA) and these signals were normalised against all data points. 
Comparison of these normalised data revealed differentially expressed candidate genes. Visual 
inspection of the hybridisation spots confirmed their selection. The genes as well as the factors 
with which they are up- or down- regulated are listed in the Tables 2 to 6 for each individual time 

25 point An overview of the up and down regulated genes modulated in function of induction of 
Bax expressionfor several time points is shown in Table 7. The sequences of these genes and 
amino acid sequences that they encode are shown in Figure 1. 

Example 3 . Comparative gene expression analysis upon Bax-induced cell death and 
30 H 2 O r induced cell death 

The oxidative H 2 0^chaiienge 

A preculture of yeast strain INVSd containing YIpUTyL was grown overnight in minimal 
glucose-containing medium. The preculture was diluted in 100-ml minimal glucose-containing 
medium and grown until an ODeoo of 1 was reached. Subsequently, the yeast cells were 
35 transferred into 100-ml galactose-containing medium supplemented with 0.1 mM H 2 0 2 , and 
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incubated for an additional period of 1 hour. This oxidative challenge resulted in the same final 
toxicity as a 1-hour induction of Bax expression in the same growth conditions. 

First strand cDNA synthesis in the presence of a-^P dCTP 
5 RNA was isolated as mentioned in Example 1. Probes with high specific activity were prepared 
(detailed in Example 1) by first strand cDNA synthesis using total RNA isolated from INVSd 
YIpUTyLMuBax or INVSd YIpUTyL (growth conditions as described in Example 1) or 
oxidatively stressed INVSd YIpUTyL yeast cells. 
The specific activity of all probes was 5.1 0 8 cpm/ng. 

10 

Quantification of Hybridisation Signals 

Hybridisation and signal detection as described in Example 1 . Conversion of the digital images 
to a 16 bit TIFF format using the Quantity One program (BioRad, Hercules, CA, USA) preserved 
image data and was necessary for file import into the Pathways® software (Research Genetics, 
15 Huntsville, AL, USA). Pathways® was used for the quantification of hybridisation signals and 
these signals were normalised against all data points. 

Identification of Bax-responsive genes 

Pairwise comparisons of the normalised data obtained from INVSd YIpUTyLMuBax (B) and 
20 INVSd YIpUTyL (C) revealed differentially expressed genes. To determine the -fold induction 
or repression, the normalised signal intensity after Bax induction (B) was divided by that before 
the shock (C). Visual inspection of the hybridisation spots confirmed their selection 
(replacement). 

25 Identification of Bax-specific genes within the Bax-responsive pool 

Pairwise comparisons of the normalised data obtained from INVSd YIpUTyLMuBax (B) and 
INVSd YIpUTyL (C) at the 1-hour time point revealed differentially expressed genes. Linear 
ratios (B vs C) were estimated significant when changes were at least two-fold and the 
normalised signal intensity of one spot was at least tenfold above the average background 
30 value. The normalised data of the Bax-responsive genes were compared with data obtained 
from the H 2 0 2 -stressed INVSd YIpUTyL (H). A Bax-responsive (up-regulated/down-regulated) 
gene was considered to be Bax-specific when the normalised signal intensity after Bax 
induction was at least twice as high/low as the corresponding intensity after oxidative stress. 
Visual inspection of the hybridisation spots confirmed their selection. An overview of the Bax- 
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specific genes lor the 1-hour time point is shown in Table 9. The sequences of these genes and 
amino acid sequences that they encode are shown in Figure 2. 

Example 4 . Search for homologues in Candida albicans and human 

5 Sequence similarity searches against public and commercial sequence databases were 
performed with the BLAST software package (Altschul et ai, 1990) version 2. Both the original 
nucleotide sequence and the six-frame conceptual translations were used as query sequences. 
The used public databases were the EMBL nucleotide sequence database (Stoesser et a/,, 
1998), the SWISS-PROT protein sequence database and its supplement TrEMBL (Bairoch and 

10 Apweiler, 1998), and the ALCES Candida albicans sequence database (Stanford University, 
University of Minesota). The commercial sequence database used was the PathoSeq™ 
microbial genomic database (Incyte Pharmaceuticals Inc., Palo Alto, CA, USA). 
Sequence similarity searches were performed using the BLAST software package version 2. 
The identity between 2 sequences was calculated as percentage identical residues, the 

15 similarity percentage between two sequences was calculated using BLOSUM62 as a scoring 
matrix. 

The sequences of homologues Candida spp. and human genes and the corresponding amino 
acid sequences are shown in Figure 2. 

20 Example 5 . Screening for compounds modulating expression of polypeptides involved in 
induction of cell death of C. albicans 

The method proposed is based on observations (Sandbaken et al, 1990; Hinnebusch and 
Liebman 1991; Ribogene PCT WO 95/11969, 1995) suggesting that underexpression or 
overexpression of any component of a process (e.g. translation) could lead to altered sensitivity 
25 to an inhibitor of a relevant step in that process. Such an inhibitor should be more potent against 
a cell limited by a deficiency in the macromolecule catalyzing that step and/or less potent 
macromolecule, as compared to the wild type (WT) cell. 

Mutant yeast strains, for example, have shown that some steps of translation are sensitive to 
the stoichiometry of macromolecules involved. (Sandbaken et al., 1990). Such strains are more 
30 sensitive to compounds which specifically perturb translation (by acting on a component that 
participates in translation) but are equally sensitive to compounds with other mechanisms of 
action. 

This method thus not only provides a means to identify whether a test compound perturbs a 
certain process but also an indication of the site at which it exerts its effect. The component 
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which is present in altered form or amount in a cell whose growth is affected by a test 
compound is potentially the site of action of the test compound. 

The assay to be set up involves measurement of growth and/or death rate of an isogenic strain 
which has been modified only in a certain specific allele, relative to a wild type (WT) Candida 
5 albicans strain, in the presence of R-compounds. Strains can be ones in which the expression 
of a specific protein is impaired upon induction of anti-sense or strains which carry disruptions in 
an essential gene. An in silico approach to find novel genes in Candida albicans will be 
performed. A number of essential genes identified in this way will be disrupted (in one allele) 
and the resulting strains can be used for comparative growth and/or death rate screening. 

10 

Example 6 . Assay for High Throughput screening for drugs 

35 pi minimal medium (S medium + 2% galactose + 2% maltose) is transferred in a transparent 
flat-bottomed 96 well plate (MW96) using an automated pipetting system (Multidrop, 
Labsystems, Helsinki, Finland). A 96-channel pipettor transfers 2.5 pi of R-compound at 10" 3 M 

1 5 in DMSO from a stock plate into the assay plate. 

The selected Candida albicans strains (mutant and parent (CAI-4) strain) are stored as glycerol 
stocks (15%) at -70°C. The strains are streaked out on selective plates (SD medium) and 
incubated for two days at 30°C. For the parent strain, CAI-4, the medium is always 
supplemented with 20 pg/ml uridine. A single colony is scooped up and resuspended in 1 ml 

20 minimal medium (S medium + 2% galactose + 2% maltose). Cells are incubated at 30°C for 8 
hours while shaking at 250 rpm. A 10 ml culture is inoculated at 250.000 cells/ml. Cultures are 
incubated at 30°C for 24 hours while shaking at 250 rpm. Cells are counted in Coulter counter 
and the final culture (S medium + 2% galactose + 2% maltose) is inoculated at 20.000 to 50.000 
cells/ml. Cultures are grown at 30°C while shaking at 250 rpm until a final ODgoo of 0.24 (+/- 

25 0.04) is reached. 

200 pi of this yeast suspension is added to all wells of MW96 plates containing R-compounds in 
a 450 pi total volume. MW96 plates are incubated (static) at 30°C for 48 hours. 
Optical densities are measured after 48 hours. 

Test growth is expressed as a percentage of positive control growth for both mutant (x) and wild 
30 type (y) strains. The ratio (x/y) of these derived variables is calculated. 

Example 7 . Yeast cell viability assay upon induction of Bax expression 



Mat rials and media 
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Yeast stains were grown under normal conditions on standard media (Sherman et a/., 1979). 
The Saccharomyces cerevisiae BY4742 wild type strain and BY4742 with the YGR183C gene 
disruption (EUROSCARF collection) were transformed by means of the lithium acetate method 
(Schiestl and Gietz. 1989) with the low-copy centromeric pRS415Bax plasmid or pRS415 as a 
5 control, or with the high-copy episomal pRS425Bax plasmid or pRS425 as a control. 

Plasmid constructions 

The Bax expression cassette, a Bsgfl(blunted)-Sapl(blunted) fragment excised from 
YIpUTyLMuBax containing the GAL1 promoter, the bax cDNA and the FLP terminator, was 
10 ligated into the Ec/136ll-opened pRS415 (ATCC 87520) and pRS425 (ATCC 77106) plasmids, 
obtaining the low-copy centromeric pRS415Bax and the high-copy episomal pRS425Bax 
expression plasmids. 

Results 

15 Single colonies of yeast cells transformed with pRS415 or pRS415Bax or pRS425 or 
pRS425Bax were grown in 10 ml minimal glucose-containing medium with vigorous aeration at 
30°C to an optical density of 1 ODeoo- Cells were pelleted by centrifugation and washed two 
times with sterile dH 2 0 before resuspending in 10 ml minimal galactose-containing medium. 
After culturing for various times at 30°C, the total cell density of the cultures was determined, 

20 and 1000 cells were spread on minimal glucose-based semisolid medium, followed by 
incubation at 30°C for 3 days. The number of colonies on plates from the 0 hr cultures was 
designated as 100% (Fig. 4). 

Example 8 . Bax Expression in Candida cells 

25 

Strains 

The Candida albicans strain CAW (ura3=) was used to perform the experiments (Fonzi and Irwin 
1993). 

E. coli transformations were done using the Top10 strain from Invitrogen (San Diego, CA, USA) 
30 (F mcrA =(mrr-/?sc/RMS-/nc/BC) =80/acZDM15 slacX74 deoR recM araD139 =(ara-/eu)7697 
gaM gaK rpsL (Str R ) enaA1 nupG). 

Media 

Synthetic dextrose media (SD), containing 2% glucose, 1 .34% Yeast Nitrogen Base without 
35 amino acids and 0.77g/l CSM-ura (Bio 101, Vista, CA, USA) was used to grow the Candida 
albicans transformants. In case of the wild type (CAW), the media was supplemented with 
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50pg/ml uridine. To prepare plates the media was solidified with 2% agar. Expression of the 
synthetic BAX gene was performed using 2% galactose as carbon source. 

Construction of the codon-optimised BAXgene 

5 Construction of the synthetic BAX gene followed the nomenclature described for Candida 
albicans (Lloyd and Sharp 1992; Brown, et al 1991; 
http://alces.med.umn.edu/candida/codons.html ; http://www.kazusa.or.jp/codon). To ensure a 
high expression of the synthetic gene, the subset of 'optimal' codons of highly expressed genes 
was used to design the synthetic BAY gene. 

10 The synthCaBAX gene was constructed in three parts using eight oligonucleotides (Fig. 5). The 
sequences of the oligonucleotides are given in Table 7. Primer A1 introduced upstream of the 
ATG codon a Pst I site and a Bgl II site. The Pst I site was used later on for direct cloning into 
the Candida albicans expression vector, while the Bgl II site served as a linker for a yEGFP 
fusion. Primer C2 introduced a Sma I site, suitable for cloning into the expression vector. 

15 Fragment A and B were synthesised in two steps: in a first PCR round primer X1 and X2 (X 
represents A or B, respectively) were used together. The resulting fragment served as a 
template in a second PCR round together with primers X1 and X3. Fragment C was synthesised 
in a single PCR round using the primers C1 and C2. Fragment A and B were cloned into the 
pCR-Bluntll-TOPO vector (Stratagene), while fragment C was cloned into the pCR2.1-TOPO 

20 vector (Stratagene). All three fragments were sequenced to ensure that no mutation was 
introduced by the PCR. 

Subsequently, fragment A was digested with Pst I and Taq I, fragment B wit Taq I and Bam HI 
and fragment C with Bam HI and Sma I. The three products were cloned in a quadruple ligation 
into pUC21 digested with Pst I and Sma I resulting in the plasmid pUC21:synthCandidaBAX. 
25 The sequence of the synthetic BAX gene is shown in Figure 6. 

Construction of synthetic BAX- and GFP-synthetic BAX expression plasmids 

A Pst \-Sma I fragment containing the ORF of the synthetic BAX gene was cloned into the Pst I- 
Stu I digested vector pGAL1ACT1LUC (W. Martinet, EP application nr 99204557.5) resulting in 
30 the expression construct pGAL1 P:synthCaBAX (Fig. 7A). To facilitate recognition of the AUG 
codon during formation of initiation complexes a purine base (A) was introduced at position -3 
from the AUG codon (Kozak 1981) using the Quick change site directed mutagenesis kit from 
Stratagene. 

The yeast enhanced GFP gene yEGFP; (Cormack et al. 1997) was amplified by PCR using 
35 primer 5'-AA CTG CAGATGTCTAAAGGTGAAGAATTATTC-3' (SEQ ID NO 11) as upstream 
primer and primer 5'-G G A A G4 TC7TCCTTTGTAC AATTC ATC C ATACC-3' (SEQ ID NO 12) as 
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downstream primer. The sense primer introduced a Pst I site (shown in bold and italic), while 
the anti-sense primer contained a Bgl II linker (shown in bold and italic) for fusion with the 
synthetic BAX gene. After cloning of the yEGFP gene into the pCR2.1-TOPO vector 
(Stratagene), the gene was sequenced to ensure that no mutation was introduced by PCR. 
5 The yEGFP-synth Candida BAX fusion was created by cloning a Pst\-Bgl\\ yEGFP fragment 
together with a Bgl ll-Sma I synthetic Candida BAX fragment into the Pst \-Stu I digested 
expression vector pGAUACTlLUC. The obtained pGAL1P:yEGFP-synthCaBAX fusion 
construct (Fig.7B) was sequenced to ensure that no frameshift had occurred. 

1 0 Creation of the synthetic BAX expression strains 

Transformation of the expression plasmids was performed using a modified procedure (Logghe, 
unpublished) of the spheroblasting protocol (Herreros et al. 1992). The plasmids were linearised 
with Bpu1102 I to allow directed integration into the genome at the GAL1 promoter site. Correct 
integration was analysed by Southern blotting. Therefore genomic DNA from different 

15 transformants was prepared using the Nucleon® extraction and purification kit (Amersham 
Pharmacia Biotech) and digested with Xba I. The BAX probe used in the Southern blot was 
prepared by PCR. The PCR was performed using the pGAL1 P:synthCaBAX plasmid as 
template, together with the sense primer S'-ATGGATGGTTCTGGTGAAC-S' (SEQ ID NO 13) 
and the anti-sense primer 5'-TTAACCCAI I I I I I ICCAGATG-3' (SEQ ID NO 14). Standard 

20 PCR conditions were used. For detection of the yEGFP a probe was synthesised by PCR using 
primer S'-AGAGATCTCGAGGGATCC-S 1 (SEQ ID NO 15) as sense primer and primer 5'- 
GCATTATTTGTACAATTCATCC-3' (SEQ ID NO 16) as anti-sense primer. Southern blot 
hybridisation and detection were performed using the AlkPhos DIRECT labelling and detection 
system (Amersham Pharmacia Biotech) following the instructions of the manufacturer. 

25 

Western blot analysis 

For Western blot analysis cells were pre-grown over night in SD-ura media till late log phase. 
The cells were harvested by centrifugation, washed twice with water and inoculated in SG-ura to 
induce Bax expression. Induction was performed for 15 hours. Yeast crude extracts were 

30 prepared as described before (Sambook, Fritsch et al. 1989). Detection of the Bax protein was 
performed using a polyclonal rabbit anti-mouse /rat Bax antibody (Pharmingen). Due to 
contamination of this antibody with yeast cell wall mannan antibodies, a very high background 
occurred. This problem could be avoided by pre-incubation of the antibody with 0.5mg/ml 
purified yeast mannan (Rossanese et al. 1999). Detection of the Gfp protein was done using an 

35 anti-Gfp monoclonal antibody (Molecular Probes, Eugene, OR, USA). 
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Growth curves 

For growth curves, yeast cells were grown for 24 h in SD-ura medium (supplemented with 
uridine for the wild type). These cultures were harvested, washed twice with water and 
inoculated to an ODeoo of 0.1 into fresh SD-ura or SG-ura media. Growth was monitored in 
5 microtitre plates using the Bioscreen C system (Labsystems). 

Viability tests 

Cells were pregrown in minimal dextrose medium to an ODeoo of 1 . After washing the cells twice 
with water they were switched to minimal medium containing galactose as carbon source. At the 
10 time points indicated, samples were taken and equal cell amounts were spread on minimal 
dextrose plates. The appearing colonies represent the viable fraction of the pool. 

Results : Conditional expression of the synthetic BAY gene In Candida albicans 

A cDNA encoding the full-length mouse Bax protein was placed under control of the Candida 

15 albicans GAL1 promoter allowing for conditional expression when cells are grown in galactose 
containing media. Initial experiments were performed using the wild type mouse bax gene. 
Expression of this gene did not result in any detectable phenotype, no difference in growth 
compared to the wild type was observed when cells were grown on galactose containing media 
(data not shown). This could be due to the non-traditional codon strategy adopted by Candida 

20 albicans and related species. Analysis of the codons used in the mouse BAX gene revealed a 
for Candida albicans not optimal codon usage as found for highly expressed genes in this yeast. 
To ensure a high expression of the BAX gene a codon-adapted, synthetic version of the gene 
was created using the strategy described above. The synthetic BAX gene was fused to the 
yEGFP to allow screening for transformants with a high yEGFP-synthCaBAY expression level 

25 using FACS technology. The newly obtained plasmids pGAL1 P:synthCaSAK and pG AL1 : GFP- 
synthCaSAX were transformed into the C. albicans CAW strain. Transformants were selected 
on uridine-fee minimal medium. About 25 transformants of each expression construct were 
chosen and streaked onto minimal dextrose medium (non-inducing conditions) as well as on 
minimal galactose medium (inducing conditions). After two days incubation at 30 e C all 

30 transformants did grow on the glucose containing media. When galactose was used as a sole 
carbon source, most of the transformants did not grow (Fig. 8). Southern blot analysis of the 
galactose negative transformants revealed that a copy of the synthCaBAX gene had been 
integrated into the endogenous copy of the GAL1 promoter. To study differences in growth, the 
transformants were grown over night in synthetic glucose containing medium. Subsequently, 

35 cells were washed with water and switched to fresh medium containing galactose as carbon 
source. While the wild type strain did grow well on galactose containing media no growth was 
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observed for the Bax expressing transformants (Fig. 9A and B). Western blot analysis of the 
synthCaeAK transformants showed accumulation of the Bax protein (15 hours Bax induction, 
Fig. 10). A similar result was observed when immunoblotting was performed with the GFP- 
synthCaeAtf expressing strains. Here the fusion protein was detected at the expected 
5 molecular weight of about 45K under inducing conditions (galactose as carbon source). In 
addition to the fusion protein a band appeared at the molecular weight of about 20K. This 
corresponds to the molecular weight of the Gfp protein alone. Addition of a Gfp-expressing 
strain as a positive control to the western blot did confirm these results. Here the Gfp protein 
was detected at the same molecular weight as the unexpected band in the GFP-synthCaBAY 

10 expressing strain (Fig. 1 1). This is most probably due to a partly proteolytic degradation of the 
fusion protein. Analysis of the Gfp-fluorescence using FACS technology showed a high Gfp- 
fluorescence signal for the transformants expressing the fusion protein (Fig. 12). When cell 
viability was analysed, different results were obtained for the synthCaeAY strain and the GFP- 
synthCaBAK strain. The synthCaSAX strain showed quite a rapid decrease in the amount of 

15 colony forming units during the first 6 hours of incubation on galactose containing media. 
Afterwards the process slowed down significantly. This is in contrast to the results obtained for 
the strain expressing the gfp-synthCabax fusion protein. Here almost all the cells died at a very 
rapid rate during the first 3 hours of incubation in media containing galactose as sole carbon 
source. It is possible that the Bax trigger in the synthCabax expressing cells is not strong 

20 enough to kill all cells. The cell has enough time to activate a sort of defence mechanism, 
possibly by proteolytic degradation of the Bax protein. The situation is different for the fusion 
protein. Gfp is a very stable protein itself. Fusion of the Gfp to another protein could result in a 
stabilisation of this protein. It would be more resistant to proteolytic degradation. This would 
explain the situation for the Gfp-Bax fusion. The Gfp-Bax protein is more protected from 

25 proteolytic degradation. Like that it is for a longer period present in the cell. The death trigger is 
herewith stronger, so the cells die faster. The time that the cells have to activate the proteolytic 
machinery is not sufficient for them to survive. 
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Table 2 ; Overview of the differentially expressed genes after 30 min Bax 
expression 



Comparison: INVSd YIpUTL versus INVSd YIpUTyLB 
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24246.39 


773.56 


A 


31.34 


YGL080W 




23425.00 


3217.81 


A 


7.28 


YGL072C 




16437.52 


2652.80 


i 


6.20 


YHR056C 


RSC30 


72072.88 


57446.85 


4 


1.25 


YKL054C 


VID31 


17990.49 


38258.80 


T 


2.13 


YLR311C 




7992.40 


24164.87 


T 


3.02 


YJR115W 




64690.69 


102066.34 


T 


1.58 


YJL188C 


BUD19 


7580.28 


22325.70 


T 


2.95 


YKR040C 




50934.78 


100733.41 


t 


1.98 


YLR053C 




8117.66 


20317.34 


T 


2.50 


YOR121C 




59950.94 


92470.43 


T 


1.54 


YNL143C 




98911.28 


110534.34 


T 


1.12 


YOR131C 




7941.55 


22353.72 


T 


2.81 


YNL338W 




21800.45 


38777.28 


t 


1.78 


YNL179C 




13729.36 


39516.53 


T 


2.88 


YOL150C 




3408.74 


60298.39 


T 


17.69 
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YMR107W 




65118.70 


10042.46 


i 


6.48 


YKL065C 


YET1 


69556.19 


12804.88 


i 


5.43 


YJR096W 




21780.37 


10655.13 


i 


2.04 


YJL161W 




16468.73 


2618.26 


i 


6-29 


YML128C 


MSC1 


80130.20 


13795.84 


I 


5.81 


YMR251W 




26879.95 


417.36 


4 


64.41 


YMR173W-A 




110104.98 


61951.23 


I 


1.78 


YPL201C 




17913.32 


5018.97 


I 


3.57 


YOR285W 




64074.73 


29749.43 


I 


2.15 


YOR286W 




13458.08 


733.06 


i 


18.36 


Cellular role: Cell wall maintenance 




YKR076W 


ECM4 


2674.15 


13040.04 


T 


4.88 


YLR390W 


ECM19 


5472.05 


15145.85 


T 


2.77 


Cellular role: Membrane fusion 


YHR138C 




19921.35 ! 


3707.57 


i 


5.37 


Cellular role ; Vesicular transport 




YHR161C 


YAP180A 


13086.35 


30160.90 


T 


2.30 


YPL085W 


SEC16 


6668.57 


15206.49 


T 


2.28 


YKL196C 


YKT6 


18933.84 


2890.07 


i 


6.55 


YPR028W 


YIP2 


25434.34 


2049.47 


i 


12.41 


Cellular role : DNA repair/recombination 


YDL059C 


I RAD59 


| 1948.61 


13089.13 


T 


| 6.72 


Cellular role : DNA synthesis 


YEL032W 


I MCM3 


| 23422.85 


44327,48 


I T 


| 1.89 


Cellular role : Amino acid metabolism 


YIL074C 


SER33 


3978.42 


16702.66 


T 


4.20 


YGR155W 


CYS4 


4184.59 


19270.89 


T 


4.61 


Cellular role : Patty acid metabolism 


YHR179W 


I OYE2 


2291.36 


40274.02 


I T 


! 17.58 


Cellular role : Protein translocation 


YNL131W 


I T0M22 


16287.21 


I 1679.78 


I A 


| 9.70 


Cellular role : Small molecule transport 


YDR276C 


SNA1 


21148.46 


1580.68 


I 


13.38 


Y0R267C 


HRK1 


62689.30 


110516.24 


t 


1.76 


YHR039-C 


VMA10 


60107.90 


8490.93 


I 


7.08 


YOR382W 


FIT2 


6780.82 


27236.15 


T 


4.02 
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Table 3 : Overview of the differentially expressed genes after 1h Bax expression 
Comparison: INVScI YIpUTL versus IN VSc1 YIpUTyLB 









«&-:.2ill: 






Cellular role *. Polymerase It transcription 


YDR145W 


TAF61 


20729.58 


57376.27 


t 


2.77 


YDR216W 


ADR1 


5925.91 


18459.00 


t 


3.11 


YBR112C 


CYC8 


50186.77 


64511.50 


t 


1.29 


YMR043W 


MCM1 


21011.54 


53700.49 


T 


2.56 


YPL089C 


RLM1 


23440.54 


64284.32 


T 


2.74 


YOR372C 


NDD1 


26412.58 


50804.99 


T 


1.92 


Cellular role ; Cell cycle control 


YBR133C HSL7 | 18761.64 | 53238.86 | t 2.84 


Cellular role : Cell polarity 


YBL085W | BOI1 | 37895.40 57761.52 | T | 1.52 


Cellular role : Chromatins structure 


YDR224C | HTB1 | 13661.40 


55656.34 | T | 4.07 


Cellular role: Energ 


/ generation 


YGR183C 


QCR9 


23181.54 


81865.40 


T 


3.53 


YLR294C 




5054.57 


28994.72 


t 


5.74 


YKL150W 


MCR1 


43663.07 


60593.16 


T 


1.39 


\ YMR256C 


COX7 


7606.58 


28801.54 


T 


3.79 


YOL126C 


MDH2 


34144.61 


65326.97 


T 


1.91 


YLR327C 




97416.94 


101651.17 


T 


1.04 


Cellular role: Vesicular transport 


YHR161C 


YAP 180 A 


11602.81 


34695.20 


T 


2.99 


YLR206W 


ENT2 


14439.24 


34621.70 


t 


2.40 


Cellular role: Carbohydrate metabolism 


YDR342C 


HXT7 


65273.56 


22231.06 


i 


2.94 


YDR343C 


HXT6 


43572.28 


6075.38 


1 


7.17 


YDR34SC 


HXT3 


76352.52 


40296.00 


i 


1.89 


YGR192C 


TDH3 


38472.30 


14145.84 


i 


2.72 


YKR097W 


PCK1 


22919.81 


38225.98 


t 


1.67 


YOR374W 


ALD4 


33711.37 


2607.43 


I 


12.93 


Cellular role: Signal transduction 


YER177W 


BMH1 


1629B.14 


31748.91 


t 


1.95 


YDR099W 


8MH2 


50572.45 


65123.58 


T 


1.29 


Cellular role: Cell wall maintenance 


YLR110C CCW12 l 102525.29 | 11230.41 | I | 9.13 


Cellular role: Protein modification/degradation 


YOR261C | RPN8 | 12575.49 | 32568.47 | T | 2.59 


Cellular role: Cell stress 


YHR053C 


CUP1A 


32531.53 


63579.94 


t 


1.95 


YHR055C 


CUP1B 


27939.92 


65142.82 


T 


2.33 


YMR173W 


I DDR48 


38338.83 


60514.70 


T 


1.58 


YOR031W 


CRS5 


2922.32 


23848.60 


T 


8.16 
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YLR109W 


| AHP1 


| 43067.08 


6302.46 | 


i \ 


6.83 


Cellular role: Unknown 


YBL081W 




82476.13 


44279.86 


T 


1.86 


YBL1Q9W 




22998.63 


63428.23 


T 


2.76 


YOR366C 




14599.17 


46494.73 


T 


3.18 


YDR154C 




21296.57 


56534.93 


T 


2.65 


YGR236C 


SPG1 


17717.80 


64439.96 


T 


3.64 


YHR056C 


RSC30 


27020.16 


65110.42 


T 


2.41 


YGR182C 




8171.02 


34669.96 


T 


4.24 


YDR544C 




14797.70 


37704.91 


T 


2.55 


YHR162W 




13836.79 


33381.64 


T 


2.41 


YGR243W 




30829.66 


59765.39 


T 


1.94 


YBR050C 


REG2 


14008.24 


29603.16 


T 


2.11 


YEL071 W 


DLD3 


19487.41 


35273.39 


T 


1.81 


YDR133C 




83074.54 


62986.96 


A 


1.32 


YDR134C 




83111.03 


16839.53 


I 


4.94 


YHL021C 




46028.06 


8577.00 


I 


5.37 


YKL054C 


VID31 


28018.46 


66537.91 


t 


2.37 


YLR311C 




7803.52 


31160.73 


T 


3.99 


YMR107W 




13453.15 


78850.98 


t 


5.86 


YKL066W 




8751.84 


24129.32 


t 


2.76 


YMR173W-A 




38338.83 


60514.70 


T 


1.58 


YML053C 




23670.86 


66254.48 


T 


2.80 


YOR121C 




17039.58 


58016.58 


T 


3.40 


YOL106W 




19917-67 


69853.66 


T 


3.51 


YNL338W 




17864.90 


49911.08 


T 


! 2.79 


YJR115W 




84858.02 


98161,71 


T 


1.16 


Cellular role: Small molecule transport 


( YOR267C 


HRK1 


| 90123,84 


| 96824,51 


I T 


1 1,07 
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Table 4 : Overview of the differentially expressed genes after 2h Bax expression 
Comparison: INVSd YIpUTL versus INVSd YIpUTyLB 









- r^a- i • . ,1 4 




Cellular roJe: Protein modification/degradation 


YCL052C 


PBN1 


5264.22 


8175.70 


T 


1.55 


YDL147W 


RPN5 


22386.40 


47857.67 


T 


2.14 


YOR261C 


RPN8 


27349.25 


42198.05 


T 


1.54 


YGR132C 


PHB1 


5252.03 


8459.53 


t 


1.61 


YBR139W 




9458.26 


3611.21 


I 


2.62 


Cellular role : Unknown 


YDR202C 


RAV2 


7483.71 


10089.19 


T 


1.35 


YBR062C 




4893.97 


9894.82 


t 


2.02 


YDR366C 




25468.2 


59682.92 


T 


2.34 


YBL109W 




24803.62 


37444.64 


T 


1.51 


YDR154C 




21166.26 


33434.35 


T 


1.58 


YEL071W 


DLD3 


34153.85 


44083.39 


T 


1.29 


YGR236C 


SPG1 


16978.52 


31419.12 


r 


1.85 


YGR182C 




30569,31 


58805.05 


T 


1.92 


YDR544C 




15937.14 


24421.99 


T 


1.53 


YHR162W 




26610.34 


33794.73 


T 


1.27 


YHR056C 


RSC30 


33372.66 


68425.24 


T 


2.05 


YDR133C 




75520.99 


62984.59 


i 


1.20 


YCR010C 


ADY2 


17240.59 


11835.82 


i 


1.46 


YDR134C 




72723.66 


9776.23 


i 


7.44 


YGR069W 




65418.73 


53767.35 


I 


1.22 


YIL057C 




16510.16 


2198.04 


i 


7.51 


YGLQ72C 




12209.68 


6509.91 


-I 


1.88 


YGLOBQW 




22550.76 


11525.24 


I 


1.96 


YLR311C 




11095.31 


24660.47 


t 


2.22 


YJR115W 




74757.79 


103422.48 


t 


1.38 


YMR099C 




7057.15 


11477.42 


T 


1.63 


YMR173W-A 




31901.05 


48886.91 


T 


1.47 


YML132W 


COS3 


24648.97 


34895.33 


T 


1.42 


YKL066W 




13581.94 


25433.97 


T 


1.87 


YJL142C 




7205.86 


11920.21 


T 


1.65 


YLR346C 




6447.57 


11569.63 


T 


1.79 


YLR053C 




41161.10 


78636.82 


T 


1.91 


YMR110C 




19410,64 


29661.23 


T 


1.53 


YKR075C 




19104.57 


29948.72 


T 


1.57 


YOR121C 




36492.56 


59452.09 


T 


1.63 
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Cellular role : Unknown 


YOL106W 




31382.10 


76664.72 


T 


2.44 


YNL338W 




24117.93 


38981.22 


T 


1.62 


YNL134C 




9617.33 


14613.60 


T 


1.52 


YKL065C 


YET1 


52422.65 


33794.03 


4 


1.55 


YMR009W 




20666.22 


9519.29 


I 


2.17 


YJL144W 




10316.92 


3122.77 


I 


3.30 


YML128C 


MSC1 


564128.13 


25434.11 


I 


2.29 


YNL179C 




21938.96 


10883.98 


i 


2.02 


YOL109W 


ZE01 


22711.98 


6581.11 


I 


3.45 


YNR0Q2C 


FUN34 


18241.25 


9752.25 


I 


1.87 


Cellular role: Chromatine structure 


YDR224C 


HTB1 


25356.73 


30827.54 


T 


1.22 


YBL002W 


HTB2 


9241.68 


14261.54 


t 


1.54 


YBL003C 


HTA2 


3453.55 


6553.49 


T 


1.90 


YNL031C 


HHT2 


13376.02 


2348.84 


i 


5.69 


Cellular role: Polymerase II transcription 


YBR289W 


SNF5 


59542.27 


65885.13 


t 


1.11 


YDR073W 


SNF11 


12190.01 


23088.03 


T 


1.89 


YMR043W 


MCMi 


66457.16 


77022.05 


t 


1.16 


YPL089C 


RLM1 


49844.99 


60624.28 


T 


1.22 


Cellular role : Signal transduction 


YDR099W 


BMH2 


55902.13 


73874.51 


T 


1.32 


Cellular role: Cell stress 


YBL064C 


PRX1 


1 1203.87 


14815.42 


T 


1.32 


YBR101C 




25016.27 


35781.64 


t 


1.43 


YLR043C 


TRX1 


10864.53 


3912.03 


i 


2.78 


YGR209C 


TRX2 


30492.33 


37829.20 


T 


1.24 


YER103W 


SSA4 


8763.38 


15799.18 


t 


1.80 


YHROSSC 


CUP1B 


18824.43 


77613.05 


t 


4.12 


YHR053C 


CUP1A 


32726.62 


63536.72 


t 


1.94 


YDR256C 


CTA1 


9614.29 


4232.17 


1 


2.27 


YOR021C 


HSP30 


8090.05 


360478 


i 


2.24 


YCL035C 


GRX1 


28437.57 


12843.99 


I 


2.21 


YGR086C 




36796.12 


24272.57 


I 


1.52 


YFL014W 


HSP12 


61868.64 


23288.19 


i 


2.66 


YOR031W 


CRS5 


6015.69 


14519,12 


T 


2.41 


YMR251W-A 


HOR7 


17731.14 


4231.39 


i 


4.19 


YOR120W 


GCY1 


114252.98 


78052.05 


i 


1.46 


Cellular role: Protein synthesis 


YAL003W 


EFB1 


3044.80 


5772.68 


T 


1.90 


YOL127W 


RPL25 


6266.96 


12055.41 


T 


1.92 


YHR010W 


RPL27 


4057.16 


10856.34 


T 


2.68 


YLR325C 


RPL38 


5401.85 


12955.89 


T 


2.40 


YJL189W 


RPL39 


2044.64 


8010.67 


T 


3.92 


YIL148W 


RPL40A 


5052.35 


11595.54 


T 


2.30 


YKR094C 


RPL40B 


3994.57 


10011.13 


T 


2.54 


YOL139C 


CDC33 


4132.18 


8956.14 


T 


2.17 
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Cellular role : Protein folding 


YLR216C 


CPR6 


20353.43 


32713.37 


T 


1.61 


YKL117W 


SBA1 


11144.25 


1500.56 


i 


7.43 


Cellular rolB: Vesicular transport 


YCR009C 


RVSW1 


5350.32 


9780.92 


T 


1.83 


YHR161C 


YAP180A 


25136.63 


32461.67 


T 


1.29 


YBL078C 


AUT7 


16528.91 


9843.25 


i 


1.68 


Cellular role : Carbohydrate metabolism 


YBL058W 


SHP1 


4626.50 


8179.94 


T 


1.77 


YBR149W 


ARA1 


30706.41 


9637.76 


I 


3.19 


YDR178W 


SDH4 


14880.91 


6237.35 


I 


2.39 


YHR094C 


HXT1 


30389.99 


18383.00 


i 


1.65 


YMRQ11W 


HXT2 


39524.90 


21221.96 


I 


1.86 


YDR345C 


HXT3 


77025.40 


56749.40 


i 


1.36 


YDR343C 


HXT6 


73149.70 


8676.17 


i 


8.43 


YDR342C 


HXT7 


75331.76 


27052.43 


i 


2.78 


YK1060C 


FBA1 


16273.54 


21323.23 


T 


1.31 


Cellular role : Cell c\ 


✓ele control 


YBR133C 


HSL7 I 


32903 


41964.32 


T 


1.28 


Cellular role : Enerav aeneration 




YMR256C 


OOX7 


18558.01 


40422.91 


T 


2.18 


YML129C 


COX14 


11418.54 


21798.88 


T 


1.91 


YFR033C 


QCR6 


9159.48 


13398.67 


T 


1.46 


YDR529C 


QCR7 


24821 .75 


16556.87 


I 


1.50 


YJL166W 


QCR8 


15554.30 


24509.26 


t 


1.58 


YHR001W-A 


QCR10 


12416.35 


23465.31 


T 


1.89 


YBR039W 


ATP3 


11709.79 


3088.19 


i 


3.79 


YPL07BC 


ATP4 


11325.64 


13769.72 


T 


1.22 


YPL271W 


ATP15 


3261.75 


7839.05 


T 


2.40 


YLR327C 




51742,90 


128511.27 


T 


2.48 


YLR294C 




15832.61 


38544.44 


T 


2.43 


YAL060W 


FUN49 


11792.72 


5778.91 


I A 


2.04 


Cellular role: Small molecule transport 




YDR276C 


SNA1 


19337.39 


12392.29 


I 


1.56 


YGR197C 


SNG1 


4766.18 


10484.09 


T 


2.20 


YHR039C-B 


VMA10 


21190.93 


10592.98 


i 


2.00 


YOR267C 


HRK1 


111849.17 


101339.10 


i 


1.10 




Cellular role: RNA 


processing 






YGR250C | 


| 8709.92 


I 17358.43 


t t 


| 1.99 


Cellular role : Cell wall maintenance 




YER150W 


SPI1 


55592.73 


22403.59 


I 


2.48 


YLR1 10C 


CCW12 


35147.41 


5786.88 


I 


6.07 


Cellular role : Ceil polarity 


Y0R122C 


I PFY1 


| 14459.45 


20176.41 


T 


I 1.40 


Cellular role : Amino acid metabolism 


YPR03SW 


| GLN1 


| 20894.14 


I 7522.05 




I 2.78 
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Table 5 : Overview of the differentially expressed genes after 3h Bax expression 
Comparison: INVSd YIpUTL versus INVSd YIpUTyLB 





YBR133C I HSL7 | 63562.10 


43191.28 | A | 1.47 


Cellular role : Cell polarity 


YBLQ85W BOI1 32734.79 23497.41 A [1.39 


Cellular role : Chromatine structure 


YDR545W | YRF1-1 | 20111.51 I 11479.67 A | 1.75 


Cellular role: Enertjv aeneration 


YCR005C 


CIT2 


11882.42 


25632.94 


T 


2.16 


YGR183C 


QCR9 


74474.20 


11510.99 


A 


6.47 


YOL126C 


MDH2 


55984.88 


17978.10 


A 


3.11 


Cellular role: Carbohydrate metabolism 


YBR019C 


GAL10 


3092.50 


15697.54 


T 


5.08 


YDR345C 


HXT3 


14086.41 


25657.66 


t 


1.82 


YKRQ97W 


PCK1 


50736-44 


20858.02 


A 


2.43 


Cellular role: Signal transduction 


YDR099W | BMH2 63285.16 


56028.91 | A I 1.13 


Cellular role: Protein synthesis 


YHR010W 


RPL27A 


23254.90 


7217.14 


A 


3.22 


YLR325C 


RPL38 


26725.96 


9121.29 


A 


2.93 


Cellular role: Cell stress 


YFL014W 


HSP12 


40848.44 


69781.91 


T 


1.71 


YHR053C 


CUP1A 


20399.10 


65037.14 


T 


3.19 


YHR055C 


CUP1B 


21763.09 


64594.58 


T 


2.97 


YMR173W 


DDR48 


75407.16 


36354.37 


A 


2.07 


Y0L052OA 


DDR2 


20479.72 


33702.23 


T 


1.65 


Cellular role: Unknown 


YIL057C 




7602.78 


24104.02 


T 


3.17 


YHR056C 


R5C30 


41473.41 


64809.08 


T 


1.56 


YDR544C 




55075.67 


29731.72 


A 


1.85 


YKR040C 




48049.71 


59649.47 


r 


1.24 


YNL338W 




86107.91 


30045.62 


A 


2.87 


YJR115W 




74889.58 


81238.98 


A 


1.08 


YBL109W 




64754.79 


57185.99 


A 


1.13 


YMR173W-A 




75407.16 


36354737 


A 


2.07 
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Table 6 : Overview of the differentially expressed genes after 6h Bax expression 



Comparison: INVSd YIpUTL versus INVSd YIpUTyLB 















Cellular role: Cell stress 


YDR171W 


HSP42 


13484.04 


27183.07 j 


r 


2.02 


YFL014W 


HSP12 


41197.12 


29081.08 | 


i 


1.42 


YDR513W 


TTR1 


19985.22 


12935.62 


i 


1.54 


YCL035C 


GRX1 


31735.39 


12930.71 


i 


2.45 


YGR209C 


TRX2 


54455.65 


47569.21 


i 


1.14 


YHR053C 


CUP1A 


81488.84 


15289.39 


i 


5.33 


YHR055C 


CUP1B 


81278.95 


20031.69 


i 


4.06 


YMR251W-A 


HOR7 


16824.54 


5914.28 


i 


3.18 


Cellular role: Sig 


nal transduction 


YDR099W 


BMH2 


29412.99 


58598.42 


T 


1.99 


Cellular role: Protein synthesis 


YGL147C 


RPL9A 


13655.66 


1585.97 


i 


8.61 


YGRQ85C 


RPL11B 


27465.15 


3791.35 


i 


7.24 


YDR418W 


RPL12B 


14417,77 


1555.24 


4. 


9.27 


YLR029C 


RPL15A 


37122.11 


9321.81 


i 


3.98 


YOR312C 


RPL20B 


50334.94 


5706.59 


I 


8.82 


YBR191W 


RPL21A 


21740.90 


2571.30 


i 


8.46 


YPL079W 


RPL21B 


31059.43 


5023.61 


I 


6.18 


YOL127W 


RPL25 


75971.72 


11749.17 


I 


6.47 


YHRO10W 


RPL27A 


45716.64 


8096.40 


i 


5.65 


YDR471W 


RPL27B 


14636.79 


2613.40 


i 


5.60 


YDL075W 


RPL31A 


11969.47 


2611.53 


i 


4.58 


YBL092W 


RPL32 


7872,80 


857.85 


I 


9.18 


YDL191W 


RPL35A 


28582.59 


6046.25 


i 


4.73 


YDL136W 
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25433.49 


5064.51 


I 


5.02 


YLR325C 


RPL38 


48051.23 


8217.18 


I 


5.85 


YIL14BW 


RPL40A 


47028.95 


9543.65 


i 


4.93 


YKR094C 


RPL40B 


39900.50 


5957.78 


I 


6.70 


YHR141C 


RPL42B 


10163.88 


937.21 


I 


10.84 


YML063W 


RPS1B 


15916.48 


1144.54 


I 


13.91 


YGL123W 


RPS2 


12505.56 


2243.26 


I 


5.57 


YOR096W 


RPS7A 


24164.37 


3223.60 


I 


7.50 


YBL072C 


RPS8A 


17198.50 


3233.30 


I 


5.32 
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RPS8B 


16234.83 


1791.18 


I 


9.06 


YBR189W 


RPS9B 


10075.22 


2150.89 


i 


4.68 


YOR293W 


RPS10A 


51787.23 


12110.74 


I 


4.28 


YDR064W 


RPS13 


9736.57 


1587.67 


i 


6.13 


YDR450W 


RPS18A 


37913.71 


5674.60 


i 


6.68 


YML026C 


RPS18B 


14458.01 


2027.28 


I 


7.13 
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RPS27A 


23725.18 


11117.26 


I 


2.13 


YLR167W 


RPS31 


38648.54 


2611.97 


I 


14.80 


YJL138C 


TIF2 


20154.61 


7264.66 


1 


2.77 


Cellular role: Energy metabolism 


YGR183C 


OCR9 


57357.59 


80447.53 


T 


1.40 


YDLQ04W 


ATP16 


25047.95 


10988.85 


i 


2.28 


YKL150W 


MCR1 


50931.46 


37076.83 


i 


1.37 
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YLR038C | COX12 I 


39506.06 ] 


29534.70 | 






1.34 


Cellular role: Unknown 


YDR442W 




14654.61 


2242.42 


i 


6.54 


YDR134C 




17025.59 


10561.72 


i 


1.61 


YHR056C 
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81350.52 


31447.10 


i 


2.59 


YKR04QC 




48390.21 


90125.88 


T 


1.86 


YLR414C 




13463.40 


8085.92 


A 


1.67 


YLR312C 




25589.67 


16184.57 


I 


1.58 


YJL188C 


BUD19 


22074.09 


4526.39 


I 


4.88 


YOR285W 




75099.98 


61896.00 


I 


1.21 


YOL109W 


ZEQ1 
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i 


1.87 
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I 
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i 


1.56 


Cellular rote: Nucleotide metabolism 
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I 


i 


I 2.50 


Cellular role: Polymerase II transcription 
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GCN4 


34617.98 
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I 


1.66 
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EGD1 


17862.37 
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I 


2.17 


Cellular role: Vesicular transport 
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AUT7 


42661.70 
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i 


1.32 
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SNC2 


22716.56 


13704.48 


i 


1.66 


Cellular role : Small molecule transport 


YHR039C-B 


I VMA10 


| 44429.30 


23826.51 


I 


I 


| 1.86 


Cellular role : Cell wall maintenance j 


YKL097W-A 


CWP2 


| 13529.93 


1617.20 


I 


i 


8.37 


Cellular role: Carbohydrate metabolism 


YKL060C 


\ FBA1 


! 33329.74 


| 10367.82 


I 




| 3.21 
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Table 7: 
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SEQ ID NO 99 


YDR145W 


TAF61 
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SEQ ID NO 107 
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1.35 
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ADR1 


-3.42 
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HTB1 
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4.07 
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SEQ ID NO 113 
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2.58 










SEQ ID NO 115 
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CTA1 
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YDR513W 
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SEQ ID NO 135 
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SEQ ID NO 137 
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v/nr< ^ 
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YEL0Q9C 
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SEQ ID NO 697 
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MCM3 


1.89 










SEQ ID NO 141 
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SEQ ID NO 143 


YEL071W 


DLD3 


3.09 
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1.29 






SEQ ID NO 145 
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SSA4 
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SEQ ID NO 147 
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USS1 
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SEQ ID NO 149 
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SEQ ID NO 151 
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BMH1 
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SEQ ID NO 153 
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QCR6 






1.46 






SEQ ID NO 157 
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SEQ ID NO 159 


YGL072C 
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SEQ ID NO 161 
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1.94 
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SEQ ID NO 193 


YHL021C 






-5.37 
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2.77 
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TABLE 9: Regulation of 23 s lect d "Bax-specific" functions 




Cellular role: Amino-acid metabolism 




ORF 


Gene 


Control Bax 


H202 


B vsC 


YOR302W 


YOR302W 


11541.92 26806.35 


8895.74 


2.32 






Cellular role: Cell stress 






ORF 


Gene 


Control Bax 


H202 


B vsC 


YML028W 


TSA1 


12889.91 2166.45 


11327.36 


0.17 




Cellular role: Chromatin/chromosome structure 




ORF 


. Gene 


Control Bax 


H202 


B vsC 


YBR009C 


HHF1 


2149.69 8655.43 


2909.14 


4.03 


YDR224C 


HTB1 


13661.40 55656.34 


18829.27 


4.07 


YNL030W 


HHF2 


8676.99 19603.93 


4732.39 


2.26 




Cellular role: Energy generation 




ORF 


Gene 


Control Bax 


H202 


B vsC 


YBL099W 


ATP1 


2728.21 8786.71 


1644.48 


3.22 
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QCR9 
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QCR8 
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Cellular role: Signal transduction 
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Cellular role: Transcription factor 
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Cellular role: Unknown 
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CLAIMS 

1. An isolated nucleic acid representing a synthetic BAV-gene selected from the group 
consisting of: 

5 a) a nucleic acid comprising a sequence as represented by SEQ ID NO 1 , 

b) a nucleic acid comprising a fragment of a sequence of SEQ ID NO 1 and encoding a 
functional fragment of the sequence represented by SEQ ID NO 2, 

c) a nucleic acid comprising a sequence as represented in any of SEQ ID NOs 3 to 10, 

d) a nucleic acid which is more than 75 % identical to the nucleic acid as represented by 
10 SEQ ID NO 1, or to a nucleic acid according to the nucleic acid as defined in b) or c), 

and, 

e) a nucleic acid as defined in any one of (a) to (i) interrupted by intervening DNA 
sequences, 

or a nucleic acid representing the complement of any of said nucleic acids as defined in (a) 
15 to(d). 

2. An isolated nucleic acid according to claim 1 which is DNA, cDNA, genomic DNA, synthetic 
DNA, or RNA wherein T is replaced by U. 

3. A vector comprising a nucleic acid as defined in claim 1 or 2. 

4. A vector according to claim 3 which is an expression vector wherein said nucleic acid 
20 sequence is operably linked to one or more control sequences allowing the expression in 

prokaryotic and/or eukaryotic host cells. 

5. An expression vector according to claim 4 which comprises an inducible promoter 

6. An expression vector according to claim 4 or 5 which comprises a sequence encoding a 
reporter molecule. 

25 7. A vector according to any of claims 3 to 6 for inducing programmed cell death in Candida 
spp. 

8. A host cell transformed, transfected or infected with a vector according to any of claims 3 to 
7. 

9. A host cell of claim 8 which is a bacterial, yeast or fungal cell. 

30 1 0. A host cell according to claim 8 or 9 wherein said cell is a Candida spp. cell. 

1 1 . A genetically modified yeast or fungal cell according to claim 9 wherein said modification 
results in the onset of at least one pathway eventually leading to programmed cell death. 
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12. A genetically modified Candida spp. cell according to claim 10 wherein said modification 
results in the onset of at least one pathway eventually leading to programmed cell death. 

13. A method for identifying Bax-resistant yeast or fungi comprising the steps of: 

a) providing (a) genetically modified yeast or fungi according to claim 1 1 , 
5 b) treating said genetically modified yeast or fungi with a mutagen, 

c) isolating resistant yeast or fungal cells, and, 

d) optionally identifying and/or characterizing mutated genes in said resistant yeast or 
fungal cells. 

14. A method for identifying Candida spp. sequences which are differentially expressed in a 
10 pathway eventually leading to programmed cell death using a nucleic acid as defined in 

claim 1 or 2, a vector according to any of claims 3 to 7 or a genetically modified host cell 
according to claim 10. 

15. A method for obtaining and identifying Candida spp. sequences involved in a pathway 
eventually leading to programmed cell death comprising the steps of: 

15 a) providing a two hybrid system wherein a polypeptide encoded by a nucleic acid 
according to claim 1 or a vector according to any of claims 3 to 7 as a bait and a 
Candida spp. cDNA library as a prey are expressed, 

b) detecting an interaction between said polypeptide and a Candida spp. polypeptide 
encoded by said cDNA library, and, 

20 c) identifying said Candida spp. polypeptide or cDNA. 

16. A method for identifying inhibitors (or inhibitor sequences) of Bax-induced cell death 
comprising the steps of: 

a) providing a genetically modified organism according to claim 1 0, 

b) expressing a cDNA library in said genetically modified organism, and, 

25 c) identifying a polypeptide or a cDNA which expression has a beneficial effect on the 
survival and/or growth of said genetically modified organism. 

17. A method according to claim 16 wherein said genetically modified organism is a Candida 
spp. 

30 18. An isolated Candida spp. nucleic acid identifiable by any of the methods of any of claims 12 
to 17. 

19. An isolated Candida spp. nucleic acid according to claim 18 selected from: 
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(a) a nucleic acid encoding a protein having an amino acid sequence as represented in any 
of SEQ ID NOs 434, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 
424, 426, 428, 430, 432, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 
460, 462, 464, 466, 468, 470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 
5 494, 496. 498, 500, 502, 504, 506, 508, 510, 512, 514, 516, 518. 520, 522, 524, 526, 

528, 530, 532, 534, 536, 538, 540, 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 
562, 564. 566, 568, 560, 562, 564, 566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 
586, 588. 590, 592, 594, 596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 
620, 622, 624, 626, 628, 630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 
10 654, 656, 658, 660, 662, 664, 666, 668, 670, 672, 674, 688, 718, 720, 722, 724, 726, 

728, 730 and 732, or encoding a functional equivalent, derivative or bioprecursor of said 
protein, 

b) a nucleic acid encoding a protein having an amino acid sequence which is more than 70 

% similar to any of the amino acid sequences represented in SEQ ID NOs 434, 398, 
15 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 

436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 
470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496, 498, 500, 502, 
504, 506, 508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 534, 536, 
538, 540, 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 564, 566, 568, 560, 
20 562, 564, 566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 588, 590, 592, 594, 

596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 626, 628, 
630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 660, 662, 
664, 666, 668, 670, 672, 674, 688, 718, 720, 722, 724, 726, 728, 730 and 732, 

c) a nucleic acid encoding a protein having an amino acid sequence which is more than 70 
25 % identical to any of the amino acid sequences represented in SEQ ID NOs 434, 398, 

400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 
436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 464. 466, 468, 
470, 472, 474, 476, 478, 480, 482, 484, 486. 488, 490, 492, 494, 496, 498, 500, 502, 
504, 506, 508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 528. 530, 532, 534, 536, 
30 538, 540, 542, 544, 546, 548, 550. 552. 554. 556. 558, 560. 562, 564, 566, 568, 560, 

562, 564, 566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 588, 590, 592, 594, 
596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 626, 628, 
630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 660, 662, 
664, 666, 668, 670, 672, 674, 688, 718, 720, 722, 724, 726, 728, 730 and 732, 
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d) a nucleic acid comprising a sequence as represented in any of SEQ ID NOs 433, 397, 
399, 401, 403, 405. 407, 409, 411, 413, 415, 417, 419, 421, 423, 425, 427, 429, 431, 
435, 437, 439. 441. 443, 445, 447, 449. 451, 453, 455, 457, 459, 461, 463, 465, 467, 
469, 471, 473, 475. 477. 479, 481, 483, 485, 487, 489. 491. 493, 495, 497, 499, 501, 

5 503, 505, 507, 509. 511. 513, 515. 517, 519, 521, 523. 525. 527, 529, 531, 533, 535, 

537, 539, 541. 543, 545, 547, 549, 551, 553, 555, 557, 559. 561, 563, 565. 567. 569, 
571, 573, 575, 577, 579, 581, 583, 585, 587, 589, 591, 593. 595, 597, 599, 601, 603, 
605, 607, 609. 611. 613, 615, 617, 619, 621, 623, 625, 627, 629, 631, 633, 635. 637, 
639, 641, 643, 645. 647, 649, 651, 653, 655, 657, 659. 661. 663, 665, 667, 669. 671. 
1 0 673, 687, 717. 71 9, 721 , 723, 725, 727, 729 and 731 , 

e) a nucleic acid which is more than 70 % identical to any of the nucleic acid sequences as 

represented by any of SEQ ID NOs 433, 397, 399, 401, 403, 405, 407, 409, 41 1, 413, 
415, 417, 419, 421, 423, 425, 427, 429, 431, 435, 437, 439, 441, 443, 445, 447, 449, 
451, 453, 455, 457, 459, 461, 463, 465, 467, 469, 471, 473, 475, 477, 479, 481, 483, 

15 485, 487, 489, 491, 493, 495, 497, 499, 501, 503, 505, 507, 509, 511, 513, 515, 517, 

519, 521, 523, 525, 527, 529, 531, 533, 535, 537, 539, 541, 543, 545, 547, 549, 551, 
553, 555, 557, 559, 561, 563, 565, 567, 569, 571, 573. 575. 577, 579, 581, 583, 585, 
587, 589, 591, 593, 595, 597, 599, 601, 603, 605, 607, 609, 611, 613, 615, 617, 619, 
621, 623, 625, 627, 629, 631, 633, 635, 637, 639, 641, 643, 645, 647, 649, 651, 653, 

20 655, 657, 659, 661, 663, 665, 667, 669, 671, 673, 687, 717. 719, 721, 723, 725, 727, 

729 and 731, and 

f) a nucleic acid encoding a functional fragment of any of the nucleic acid sequences as 

specified in any of a) to d), 

20. An isolated nucleic acid as defined in according to claim 19 which is DNA, cDNA, genomic 
25 DNA, synthetic DNA, or RNA wherein T is replaced by U. 

21 . An isolated nucleic acid capable of selectively hybridizing to a nucleic acid as defined in any 
of claims 1 8 to 20 or the complement thereof. 

22. An antisense molecule comprising a nucleic acid capable of selectively hybridizing to a 
nucleic acid as defined in any of claims 1 8 to 21 . 

30 23. A nucleic acid probe which selectively hybridises with any of the nucleic acid molecules as 
defined in claim 1 8 or 1 9. 

24. A nucleic acid primer which selectively amplifies any of the nucleic acid molecules defined in 
claim 18 or 19. 
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25. An xpression vector comprising a nucleic acid according to any of claims 1 8 to 22. 

26. An expression vector according to claim 25 which is an expression vector wherein said 
nucleic acid is operably linked to one or more control sequences allowing the expression in 
prokaryotic and/or eukaryotic host cells. 

5 27. An expression vector according to claim 25 or 26 which comprises an inducible promoter. 

28. An expression vector according to any of claims 25 to 27 which comprises a sequence 
encoding a reporter molecule. 

29. A host cell transformed, transfected or infected with the vector of any of claims 25 to 28. 

30. An isolated nucleic acid according to any of claims 1 8 to 22 for use as a medicament. 

10 31. An isolated polypeptide which is involved in a pathway for programmed cell death of 
Candida spp. and encoded by a nucleic acid as defined in claim 18 or 19, wherein said 
polypeptide is selected from: 

(a) a polypeptide having an amino acid sequence as represented in any of SEQ ID NOs 
434, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 

15 430, 432, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 464, 

466, 468. 470, 472, 474, 476, 478, 480, 482, 484. 486, 488, 490, 492, 494, 496, 498, 
500, 502. 504. 506, 508. 510. 512, 514. 516, 518, 520. 522, 524, 526, 528, 530, 532, 
534. 536. 538. 540, 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 564, 566, 
568, 560, 562, 564, 566, 568, 570, 572, 574, 576, 578. 580, 582, 584, 586, 588, 590. 

20 592, 594, 596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 

626, 628, 630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 
660, 662, 664, 666, 668, 670, 672, 674, 688, 718, 720, 722, 724, 726, 728, 730 and 732, 
or encoding a functional equivalent, derivative or bioprecursor of said protein; 

(b) a polypeptide having an amino acid sequence which is more than 70% similar to any of 
25 the amino acid sequences as represented by any of SEQ ID NOs 434, 398, 400, 402, 

404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 436, 438, 
440, 442, 444, 446, 448, 450, 452, 454, 456, 458. 460, 462, 464, 466, 468, 470, 472, 
474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496, 498, 500, 502, 504, 506, 
508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 528. 530, 532, 534, 536, 538, 540, 
30 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562. 564, 566, 568, 560, 562, 564, 

566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 586. 588, 590, 592, 594, 596, 598. 
600, 602, 604, 606, 608, 610, 612, 614. 616. 618. 620. 622, 624, 626, 628, 630, 632. 
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634, 636, 638, 640, 642, 644, 646, 648, 650. 652, 654, 656, 658, 660, 662, 664, 666, 
668. 670, 672, 674, 688, 718, 720, 722, 724, 726, 728, 730 and 732, 

(c) a polypeptide having an amino acid sequence which is more than 70% identical to any of 
the amino acid sequences as represented by any of SEQ ID NOs 434, 398, 400, 402, 

5 404. 406, 408, 410, 412, 414. 416, 418, 420. 422, 424, 426, 428, 430, 432, 436, 438, 

440, 442, 444, 446, 448, 450, 452, 454, 456, 458. 460, 462, 464, 466, 468, 470, 472, 
474. 476, 478, 480, 482, 484, 486, 488, 490. 492. 494, 496, 498, 500, 502, 504, 506, 
508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 534, 536, 538, 540, 
542, 544, 546, 548, 550, 552, 554, 556, 558, 560. 562, 564, 566, 568. 560, 562, 564, 
10 566, 568, 570, 572, 574, 576, 578, 580, 582, 584. 586, 588, 590, 592, 594, 596, 598, 

600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 626. 628, 630, 632, 
634, 636, 638, 640, 642, 644, 646, 648, 650. 652, 654, 656, 658, 660, 662, 664, 666, 
668, 670, 672, 674, 688, 718, 720, 722, 724. 726, 728, 730 and 732, and 

(d) a functional fragment of any of said polypeptides as defined in a) to c). 

15 32. A polypeptide according to claim 31 for use as a medicament. 

33. An antibody capable of specifically binding to a polypeptide of claim 30 or to a specific 
epitope of said polypeptide. 

34. An antibody according to claim 33 for use as a medicament. 

35. A pharmaceutical composition comprising an antibody of claim 33 or 34. 

20 36. Use of an isolated nucleic acid encoding a polypeptide which is involved in a pathway 
eventually leading to programmed cell death of yeast or fungi and which nucleic acid is 
selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as represented in any 
of SEQ ID NOs 18, 20, 22, 24. 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 

25 56, 58, 60, 62, 64, 66, 68, 70, 72, 74. 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96. 98, 100, 

102, 104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128. 130, 132, 134, 
136, 138, 140, 142, 144, 146, 148, 150, 152. 154, 156, 158, 160, 162, 164, 166. 168. 
170. 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 
204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 224, 226, 228, 230. 232, 234, 236, 

30 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270. 

272. 274, 276, 278. 280, 282, 284. 286. 288. 290, 292, 294, 296, 298, 290, 292, 294, 
296, 298, 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 
330. 332, 324, 326, 328. 340. 342, 344, 346, 348, 350, 352, 354, 356. 358, 360, 362, 
364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388. 390, 392, 394, 396, 
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398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418. 420, 422, 424, 426, 428, 430, 
432, 434, 436, 438, 440. 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 464, 
466. 468, 470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496. 498, 
500, 502, 504, 506. 508. 510. 512. 514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 
5 534, 536, 538, 540, 542. 544. 546, 548. 550. 552, 554, 556, 558, 560, 562, 564, 566, 

568, 560, 562 ,564, 566, 568, 570. 572. 574, 576, 578, 580, 582, 584, 586, 588, 590, 
592, 594, 596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620. 622. 624, 
626, 628, 630, 632, 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 
660, 662, 664, 666, 668, 670, 672, 674, 688, 692, 694, 696, 698, 700, 702. 704. 706, 

10 708, 710, 712, 714, 716. 718, 720, 722, 724, 726, 728, 730 and 732, or encoding a 

functional equivalent, derivative or bioprecursor of said protein; 
(b) a nucleic acid encoding a protein having an amino acid sequence which is more than 
70% similar to any of the amino acid sequences as represented by any of SEQ ID NOs 
18, 20, 22, 24, 26. 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48. 50, 52, 54, 56, 58, 60, 62, 

15 64, 66, 68, 70, 72, 74, 76. 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104. 106, 

108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 
142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174. 
176. 178, 180, 182, 184, 186, 188, 190. 192, 194, 196. 198, 200, 202, 204, 206. 208, 
210, 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238. 240, 242, 

20 244, 246, 248, 250. 252, 254, 256, 258. 260, 262, 264, 266, 268, 270, 272, 274. 276, 

278, 280, 282, 284. 286, 288, 290. 292. 294, 296, 298, 290, 292, 294, 296, 298, 300, 
302, 304, 306, 308. 310. 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 324, 
326, 328, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 
370, 372, 374, 376, 378. 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400. 402, 

25 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434. 436, 

438, 440, 442, 444, 446, 448. 450. 452. 454. 456, 458, 460, 462, 464, 466. 468. 470, 
472, 474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496. 498, 500, 502, 504, 
506, 508, 510, 512, 514, 516, 518, 520. 522. 524. 526, 528, 530, 532, 534, 536, 538, 
540, 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 564, 566, 568, 560, 562, 

30 564, 566, 568, 570, 572, 574, 576. 578. 580, 582, 584. 586, 588, 590, 592, 594, 596, 

598, 600, 602, 604, 606, 608, 610. 612. 614. 616. 618, 620, 622, 624, 626, 628, 630, 
632, 634, 636, 638. 640, 642, 644, 646. 648, 650, 652, 654, 656, 658, 660, 662, 664, 
666. 668, 670, 672, 674, 688, 692, 694, 696, 698, 700, 702, 704, 706, 708, 710, 712, 
714, 716, 718. 720. 722, 724, 726, 728, 730 and 732, 
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(c) a nucleic acid encoding a protein having an amino acid sequence which is more than 
70% identical to any of the amino acid sequences as represented by any of SEQ ID 
NOs 18. 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 
62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 

5 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 

140, 142, 144. 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 
174, 176. 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 
208, 210, 212, 214, 216, 218, 220, 222. 224, 226, 228, 230, 232, 234, 236, 238, 240, 
242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 274, 

10 276, 278, 280, 282, 284, 286, 288, 290, 292, 294, 296, 298. 290. 292, 294, 296, 298, 

300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 
324, 326, 328, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 
368, 370, 372. 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 
402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 

15 436, 438, 440. 442, 444, 446, 448, 450, 452, 454, 456. 458, 460, 462, 464, 466. 468, 

470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496, 498, 500, 502, 
504, 506, 508. 510. 512, 514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 534, 536, 
538, 540 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 564. 566, 568, 560, 
562, 564, 566, 568, 570, 572, 574. 576, 578. 580, 582, 584, 586, 588, 590, 592, 594, 

20 596, 598, 600, 602, 604, 606, 608, 610, 612. 614, 616, 618, 620, 622, 624, 626, 628, 

630, 632. 634. 636, 638, 640, 642. 644. 646, 648, 650, 652, 654, 656, 658, 660, 662, 
664, 666, 668, 670, 672, 674, 688, 692, 694, 696, 698, 700, 702, 704, 706, 708, 710, 
712, 714, 716, 718, 720, 722. 724. 726, 728, 730 and 732, 

(d) a nucleic acid comprising a sequence as represented in any of SEQ ID NOs 17, 19, 21, 
25 23, 25, 27, 29, 31 , 33. 35, 37, 39, 41 , 43, 45, 47, 49, 51 , 53, 55, 57, 59, 61 , 63, 65, 67, 

69, 71, 73, 75, 77, 79, 81, 83, 85, 87, 89, 91, 93, 95, 97, 99, 101, 103, 105, 107, 109, 
111, 113, 115, 117, 119, 121, 123, 125, 127, 129, 131, 133, 135, 137, 139, 141, 143, 
145, 147, 149, 151, 153, 155, 157, 159, 161, 163, 165, 167, 169, 171, 173, 175, 177, 
179, 181, 183, 185, 187, 189, 191, 193. 195, 197, 199, 201, 203, 205, 207, 209, 211. 

30 213, 215, 217, 219, 221, 223, 225, 227, 229, 231, 233, 235, 237, 239, 241, 243, 245, 

247, 249, 251, 253, 255, 257, 259, 261, 263, 265, 267, 269, 271, 273, 275, 277, 279, 
281, 283, 285, 287, 289, 291, 293, 295, 297, 299, 301, 303. 305, 307, 309, 311, 313, 
315, 317, 319, 321, 323, 325, 327, 329. 331. 333. 335, 337, 339. 341, 343, 345, 347, 
349, 351, 353, 355, 357. 359, 361, 363, 365, 367, 369, 371, 373, 375, 377, 379, 381, 

35 383, 385, 387, 389, 391, 393, 395, 397. 399, 401, 403, 405, 407, 409, 411, 413, 415, 
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417, 419, 421, 423, 425, 427, 429, 431, 433, 435, 437, 439, 441, 443, 445, 447, 449, 
451, 453, 455, 457, 459, 461, 463, 465, 467, 469, 471, 473, 475, 477, 479, 481, 483, 
485, 487, 489, 491, 493, 495, 497, 499, 501, 503, 505, 507, 509, 511, 513, 515, 517, 
519, 521, 523, 525, 527, 529, 531, 533, 535, 537, 539, 541, 543, 545, 547, 549, 551, 
5 553, 555, 557, 559, 561, 563, 565, 567, 569, 571, 573, 575, 577, 579, 581, 583, 585, 

587, 589, 591, 593, 595, 597, 599, 601, 603, 605, 607, 609, 611, 613, 615, 617, 619, 
621, 623, 625, 627, 629, 631, 633, 635, 637, 639, 641, 643, 645, 647, 649, 651, 653, 
655, 657, 659, 661, 663, 665, 667, 669, 671, 673, 687, 691, 693, 695, 697. 699, 701, 
703, 705, 707, 709, 711, 713, 715, 717. 719, 721, 723, 725, 727, 729 and 731, 

10 (e) a nucleic acid which is more than 70% identical to any of the nucleic acid sequences as 
represented by any of SEQ ID NOs 17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 41, 
43. 45, 47, 49, 51, 53, 55, 57, 59, 61, 63, 65, 67, 69, 71, 73, 75, 77, 79, 81, 83, 85, 87, 
89, 91, 93, 95, 97, 99, 101, 103, 105, 107, 109, 111, 113, 115, 117, 119, 121, 123, 125, 
127, 129, 131, 133, 135, 137, 139, 141, 143, 145, 147, 149, 151, 153, 155, 157, 159, 

15 161, 163, 165, 167, 169, 171, 173, 175, 177, 179, 181, 183, 185, 187, 189, 191, 193, 

195, 197, 199, 201, 203, 205, 207, 209, 211, 213, 215, 217, 219, 221, 223, 225, 227, 
229, 231, 233, 235, 237, 239, 241, 243, 245, 247, 249, 251, 253, 255, 257, 259, 261, 
263, 265, 267, 269, 271, 273, 275, 277, 279, 281, 283, 285, 287, 289, 291, 293, 295, 
297, 299, 301, 303, 305, 307, 309, 311, 313, 315, 317, 319, 321, 323, 325, 327, 329, 

20 331. 333, 335, 337, 339, 341, 343, 345, 347, 349, 351, 353, 355, 357, 359, 361, 363, 

365, 367, 369, 371, 373. 375, 377. 379. 381. 383, 385, 387, 389, 391, 393, 395, 397, 
399, 401, 403, 405. 407, 409, 411, 413, 415, 417, 419, 421, 423, 425, 427, 429. 431, 
433, 435, 437. 439. 441, 443, 445, 447. 449. 451. 453. 455. 457, 459, 461. 463, 465, 
467, 469, 471, 473, 475, 477, 479, 481. 483, 485, 487, 489, 491, 493, 495, 497, 499, 

25 501. 503, 505, 507. 509. 511. 513. 515. 517. 519, 521. 523. 525, 527, 529. 531. 533, 

535, 537, 539, 541, 543, 545, 547, 549, 551, 553, 555, 557, 559, 561, 563. 565. 567, 
569. 571, 573, 575. 577. 579. 581, 583, 585, 587, 589, 591. 593, 595, 597, 599, 601, 
603, 605, 607, 609, 611, 613, 615, 617, 619, 621, 623, 625, 627, 629, 631, 633, 635, 
637. 639, 641, 643, 645, 647, 649, 651. 653, 655, 657, 659, 661, 663, 665, 667, 669, 

30 671, 673, 687, 691, 693, 695, 697, 699, 701, 703, 705, 707, 709, 711, 713, 715, 717, 

719, 721 , 723, 725, 727, 729 and 731 , 

(f) a nucleic acid encoding a functional fragment of any of the nucleic acid sequences as 
specified in a) to e), and 

(g) the complement of any of the nucleic acid molecule as specified in a) to f), 

35 for the preparation of a medicament for treating diseases associated with yeast or fungi. 
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37. Use of an isolated polypeptide which is involved in a pathway eventually leading to 
programmed cell death of yeast or fungi, said polypeptide being selected from: 

(a) a polypeptide having an amino acid sequence as represented in any of SEQ ID NOs 
18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 

5 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102. 

104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 
138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 
172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 
206, 208, 210. 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 

1 0 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268. 270, 272, 

274, 276. 278, 280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 290, 292, 294, 296, 
298, 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 
332, 324, 326, 328, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 
366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 

1 5 400, 402, 404, 406, 408, 410, 41 2, 41 4, 41 6, 41 8, 420, 422, 424, 426, 428, 430, 432, 

434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 464, 466, 
468, 470, 472, 474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496, 498, 500, 
502, 504, 506, 508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 534, 
536, 538, 540, 542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 564, 566, 568, 

20 560, 562, 564, 566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 588, 590, 592, 

594, 596, 598, 600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 626, 
628, 630. 632. 634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 660, 
662, 664, 666, 668, 670, 672, 674, 688, 692, 694, 696, 698, 700, 702, 704, 706, 708, 
710, 712, 714, 716, 718, 720, 722, 724, 726, 728, 730 and 732. or encoding a 

25 functional equivalent, derivative or bioprecursor of said protein, 

(b) a polypeptide having an amino acid sequence which is more than 70% similar o any 
of the amino acid sequences as represented by any of SEQ ID NOs 18, 20, 22, 24, 
26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 
70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 

30 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 

144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 176, 
178, 180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 
212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 
246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 

35 280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 290, 292, 294, 296, 298. 300, 302, 
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304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 324, 326, 
328, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 
372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 402, 404, 
406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 
440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 
474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496, 498, 500, 502, 504, 506, 
508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 534, 536, 538, 540, 
542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 564, 566, 568, 560, 562, 564, 
566, 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 588, 590, 592, 594, 596, 598, 
600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 626, 628, 630, 632, 
634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 660, 662, 664, 666, 
668, 670, 672, 674, 688, 692, 694, 696, 698, 700, 702, 704, 706, 708, 710, 712, 714, 
716, 718, 720, 722, 724, 726, 728, 730 and 732, 
(c) a polypeptide having an amino acid sequence which is more than 70% identical to 
any of the amino acid sequences as represented by any of SEQ ID 18, 20, 22, 24, 
26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 
70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90. 92, 94, 96, 98, 100, 102, 104, 106, 108, 
110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 
144, 146, 148, 150, 152, 154, 156, 158, 160, 162. 164, 166, 168, 170, 172, 174, 176, 
178, 180, 182, 184, 186. 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 
212, 214, 216, 218, 220. 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 
246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 
280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 290, 292, 294, 296. 298, 300, 302, 
304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328, 330, 332, 324, 326, 
328, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 
372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400, 402, 404, 
406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 
440, 442, 444, 446, 448, 450, 452, 454, 456, 458, 460, 462, 464, 466, 468, 470, 472, 
474, 476, 478, 480, 482, 484, 486, 488, 490, 492, 494, 496, 498, 500, 502, 504, 506, 
508, 510, 512, 514, 516, 518, 520, 522, 524, 526, 528, 530, 532, 534, 536, 538, 540 
542, 544, 546, 548, 550, 552, 554, 556, 558, 560, 562, 564, 566, 568, 560, 562, 564, 
566. 568, 570, 572, 574, 576, 578, 580, 582, 584, 586, 588, 590, 592, 594, 596, 598, 
600, 602, 604, 606, 608, 610, 612, 614, 616, 618, 620, 622, 624, 626, 628, 630, 632, 
634, 636, 638, 640, 642, 644, 646, 648, 650, 652, 654, 656, 658, 660, 662, 664, 666, 
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668, 670, 672, 674, 688, 692, 694, 696, 698, 700, 702, 704, 706, 708, 710, 712, 714, 
716, 718, 720, 722, 724, 726, 728, 730 and 732, and, 
(d) a functional fragment of any of said polypeptides as defined in a) to c), 
for the preparation of a medicament for treating diseases associated with yeast or fungi. 

5 38. A pharmaceutical or fungicidal composition comprising a nucleic acid as defined in claim 36 
or a polypeptide as defined in claim 37 together with a pharmaceutical^ acceptable carrier 
diluent or excipient therefor. 

39. A vaccine for immunizing a mammal against yeast or fungal infections comprising at least 
one nucleic acid as defined in claim 36 or at least one polypeptide as defined in claim 37 in 

10 a pharmaceutical^ acceptable carrier. 

40. A genetically modified yeast or fungus in which modification results in the overexpression or 
underexpression of at least one of the nucleic acids as defined in claim 36 or the 
polypeptides as defined in claim 36, which overexpression or underexpression of said 
nucleic acid or polypeptide prevents, delays or sensitizes for apoptosis of said genetically 

1 5 modified yeast or fungus. 

41. A method of identifying compounds which selectively modulate expression or functionality of 
polypeptides involved in a pathway eventually leading to programmed cell death of yeast or 
fungi or in metabolic pathways in which said polypeptides are involved, which method 
comprises: 

20 (a) contacting a compound to be tested with a genetically modified yeast or fungus 

according to claim 40, in addition to contacting wild type cells with said compound, 

(b) monitoring the growth and/or death rate and/or activity of said genetically modified 
cells compared to said wild type cells; wherein differential growth or activity of said 
genetically modified yeast or fungi cells is indicative of selective action of said 

25 compound on a polypeptide in the same or a parallel pathway, 

(c) alternatively monitoring the growth and/or death rate and/or activity of said 
genetically modified cells compared to genetically modified cells which were not 
contacted with the compound to be tested, wherein differential growth or activity of 
said genetically modified yeast of fungi cells is indicative of selective action of said 

30 compound on a polypeptide in the same or a parallel pathway, 

(d) alternatively monitoring changes in morphologic and/or functional properties of 
components in said genetically modified cells caused by the addition of the 
compound to be tested, and, 

(e) identifying the compound. 
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42. A method of identifying compounds which selectively modulate expression or functionality of 
polypeptides involved in a pathway eventually leading to programmed cell death of yeast 
and fungi or in metabolic pathways in which said polypeptides are involved, which method 
comprises: 

5 (a) contacting a compound to be tested with yeast or fungal cells transformed, 

transfected or infected with an expression vector comprising an antisense sequence 
of at least one of the nucleic acid as defined in claim 36, which expression results in 
underexpression of said polypeptide, in addition to contacting one or more wild type 
cells with said compound, 
10 (b) monitoring the growth and/or death rate and/or activity of said transformed, 

transfected or infected cells compared to said wild type cells; wherein differential 
growth or activity of said transformed, transfected or infected yeast or fungal cells is 
indicative of selective action of said compound on a polypeptide in the same or a 
parallel pathway, 

15 (c) alternatively monitoring the growth and/or death rate and/or activity of said 

transformed, transfected or infected cells compared to transformed, transfected or 
infected cells which were not contacted with the compound to be tested, wherein 
differential growth or activity of said mutated yeast of fungi cells is indicative of 
selective action of said compound on a polypeptide in the same or a parallel 

20 pathway, 

(d) alternatively monitoring changes in morphologic and/or functional properties of 
components in said transformed, transfected or infected cells caused by the addition 
of the compound to be tested, and, 

(e) identifying the compound. 

25 43. A method of identifying compounds or polypeptides which bind to or modulate the properties 
of polypeptides which are involved in a pathway eventually leading to programmed cell 
death of yeast or fungi, which method comprises: 

(a) contacting a compound or polypeptides to be tested with at least one of the 
polypeptides as defined in claim 37, 
30 (b) detecting the complex formed between the compound or polypeptide to be tested 

and said polypeptide, 

(c) alternatively, examining the diminution of complex formation between said 
polypeptide and a binding partner, caused by the addition of the compound or 
polypeptide being tested, 
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(d) alternatively, examining the alteration in the functional activity of the polypeptide, 
caused by the addition of the compound or polypeptide being tested, and, 

(e) identifying the compound or protein. 

44. A method for identifying compounds interacting with a polypeptide involved in a pathway 
5 eventually leading to programmed cell death of yeast and fungi comprising the steps of: 

(a) providing a two-hybrid screening system wherein a polypeptide of claim 37 and a 
protein interacting with said polypeptide or an interacting polypeptide obtainable by a 
method of claim 41 , are expressed, 

(b) interacting said compound with the complex formed by the expressed proteins as 
1 0 defined in a), 

(c) detecting a second complex, wherein the presence of said second complex identifies 
a compound which specifically binds to one of said polypeptide or to said second 
complex, and, 

(d) identifying the compound. 

15 45. A method of identifying compounds which selectively modulate expression of polypeptides 
which are involved in a pathway eventually leading to programmed cell death of yeast or 
fungi which method comprises: 

(a) contacting host cells transformed, transfected or infected with an expression vector 
comprising a promoter sequence of a nucleic acid as defined in claim 36 joined in 

20 frame with a reporter gene, 

(b) monitoring increased or decreased expression of said reporter gene caused by the 
addition of the compound being tested, and, 

(c) identifying the compound. 

46. A method for identifying polypeptides involved in a pathway eventually leading to 
25 programmed cell death comprising the steps of: 

(a) providing a two-hybrid system wherein a polypeptide encoded by a nucleic acid 
according to claim 36 or a vector according to any of claims 3 to 7 as a bait and a 
yeast or fungal cDNA library as a prey are used, 

(b) detecting an interaction between said polypeptide and a yeast or fungal polypeptide 
30 encoded by said cDNA library, and, 

(c) identifying said yeast or fungal polypeptide. 

47. A method according to any of claims 41 to 46 wherein said yeast or fungus is chosen from 
Saccharomyces cerevisiae, Schizosaccharomyces pombe, Candida albicans, or Aspergillus 
fumigatus. 
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48. A compound or polypeptide identifiable according to the method of any of claims 41 to 47. 

49. A compound or polypeptide according to claim 48 for use as a medicament. 

50. A method for preparing a pharmaceutical composition for treating diseases associated with 
yeast or fungi comprising admixing a compound or polypeptide according to claim 49 with a 

5 suitable pharmaceutical^ acceptable carrier. 

51 . A pharmaceutical composition comprising a compound or polypeptide according to claim 49 
together with a suitable pharmaceutical^ acceptable carrier. 

52. Use of a compound or polypeptide according to claim 48 or 49 or a pharmaceutical 
composition according to claim 51 or obtainable by the method of claim 50 for the 

1 0 preparation of a medicament for treating diseases associated with yeast and fungi. 

53. A method for preventing infection with yeast or fungi comprising administering a composition 
according to claim 51 or obtainable by the method of claim 50 to a mammal in an effective 
amount to stimulate the production of protective antibody or protective T-cell response. 

54. Use of an antibody capable of specifically binding to at least one of the polypeptides as 
15 defined in claim 37 or to a specific epitope of said polypeptide, for the preparation of a 

medicament for treating diseases associated with yeast and fungi. 

55. Use according to any of claims 52 to 54 wherein said disease is associated with yeast or 
fungi, where the yeast or fungus is chosen from Candida spp., Aspergillus spp., 
Microsporum spp., Trichophyton spp., Fusarium spp., Zygomycetes spp., Botritis, spp., 

20 Cladosporium spp., Malassezia spp., Epidermophyton floccosum, Blastomyces dermatitidis, 
Coccidioides immitis, Histoplasma capsulatum, Paracoccidioides brasiliensis, Cryptococcus 
neoformans, and Sporothrix schenckii. 

56. Use of a compound or polypeptide according to claim 48 or 49 or a pharmaceutical 
composition according to claim 51 or a genetically modified organism as defined in claim 40 

25 for the preparation of a medicament for modifying the endogenic flora of humans and other 
mammals. 

57. A genetically modified mammalian cell or non-human organism in which modification results 
in the overexpression or underexpression of at least one of the nucleic acids as defined in 
claim 36 or a human homologue thereof or at least one of the polypeptides as defined in 

30 claim 37 or a human homologue thereof, which overexpression or underexpression of said 
nucleic acid or polypeptide prevents, delays or sensitizes for apoptosis of said genetically 
modified mammalian cell or in said genetically modified non-human organism. 
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58. A genetically modified mammalian cell or non-human organism according to claim 57 
wherein said modification comprises the expression of an antisense molecule to at least one 
of the nucleic acids as defined in claim 36 or an antisense molecule to a mammalian 
homologue of said nucleic acid. 

5 59. A method for identifying compounds for stimulating or inhibiting apoptosis comprising the 
use of at least one of the nucleic acids as defined in claim 36 or a human homologue thereof 
and/or at least one of the polypeptides as defined in claim 37 or a human homologue thereof 
and/or a genetically modified mammalian cell or non-human organism according to claim 57 
or 58. 

10 60. A compound identifiable according to the method of claim 59. 

61 . A compound according to claim 60 for use as a medicament 

62. A method for preparing a pharmaceutical composition for treating proliferative disorders or 
for preventing apoptosis in certain diseases comprising admixing a compound according to 
claim 60 or 61 with a suitable pharmaceutical^ acceptable carrier. 

15 63. Use of a compound according to claim 60 or 61 for the preparation of a medicament for 
treating proliferative disorders or for preventing apoptosis in certain disorders. 

64. Use of a nucleic acid selected from any of the nucleic acids as defined in claim 36 or a 
human homologue thereof for treating an/or preventing and/or alleviating proliferative 
disorders or for the prevention of apoptosis in certain diseases. 

20 65. Use of a nucleic acid selected from any of the nucleic acids as defined in claim 36 or a 
human homologue thereof for the preparation of a medicament for treating and/or 
preventing and/or alleviating proliferative disorders or for the prevention of apoptosis in 
certain diseases. 

66. Use of an antisense molecule to at least one of the nucleic acids as defined in claim 36 or 
25 an antisense molecule to a mammalian homologue of said nucleic acid for treating and/or 

preventing and/or alleviating proliferative disorders or for preventing apoptosis in certain 
disorders. 

67. Use of an antisense molecule to at least one of the nucleic acids as defined in claim 36 or 
an antisense molecule to a mammalian homologue of said nucleic acid for the preparation of 

30 a medicament for treating and/or preventing and/or alleviating proliferative disorders or for 
preventing apoptosis in certain disorders. 
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68. Use of a polypeptide selected from any of the polypeptides as defined in claim 37 or a 
human homologue thereof for treating and/or preventing and/or alleviating proliferative 
disorders or for the prevention of apoptosis in certain diseases. 

69. A pharmaceutical composition for use as a medicament for treating proliferative disorders or 
5 for the prevention of apoptosis in certain diseases comprising a nucleic acid molecule as 

defined in claim 36 or a human homologue thereof or an antisense molecule to at least one 
of the nucleic acids as defined in claim 36 or an antisense molecule to a mammalian 
homologue of said nucleic acid or a polypeptide as defined in claim 37 or a human 
homologue thereof together with a pharmaceutical^ acceptable carrier diluent or excipient 
10 therefor. 

70. A vaccine for immunizing mammals against proliferative disorders or for preventing 
apoptosis in certain diseases comprising least one nucleic acid as defined in claim 36 or a 
human homologue thereof or at least one polypeptide as defined in claim 37 or a human 
analogue thereof in a pharmaceutical^ acceptable carrier. 

15 71. Use of an antibody capable of specifically binding to at least one of the polypeptides as 
defined in claim 37 or to a human homologue thereof or to a specific epitope of said 
polypeptide or said human homologue, for the preparation of a medicament for treating 

V. 

proliferative disorders or for the prevention of apoptosis in certain diseases. 

72. An expression vector comprising a human homologue of a nucleic acid as defined in claim 
20 36. 

73. An expression vector according to claim 72 which is an expression vector wherein said 
nucleic acid sequence is operably linked to one or more control sequences allowing the 
expression in prokaryotic and/or eukaryotic host cells. 

74. An expression vector according to claim 72 or 73 which comprises an inducible promoter. 

25 75. An expression vector according to any of claims 72 to 74 which comprises a sequence 
encoding a reporter molecule. 

76. A host cell transformed, transfected or infected with the vector of any of claims 72 to 75. 

77. An isolated nucleic acid comprising a human homologue of at least one of the nucleic acids 
as defined in claim 36. 

30 78. An antisense molecule comprising a nucleic acid sequence capable of selectively 
hybridising to the nucleic acid molecule of claim 77. 

79. A polypeptide encoded by a nucleic acid of claim 77. 



WO 02/064766 



PCT/EP01/15398 



1/251 

Figure 1: 

YBL0O2W, 896 bp, CDS: 501-896 (SEQ ID NO 21) 

TGTTTGATATTAGTAGTCATGTTGTAATCTCTGGCCTAAGTATACGTAACGAAAATGGTA 
GCACGTCGCGTTTATGGCCCCCAGGTTAATGTGTTCTCTGAAATTCGCATCACTTTGAGA 
AATAATGGGAACACCTTACGCGTGAGCTGTGCCCACCGCTTCGCCTAATAAAGCGGTGTT 
CTCAAAATTTCTCCCCGTTTTCAGGATCACGAGCGCCATCTAGTTCTGGTAAAATCGCGC 
TTACAAGAACAAAGAAAAGAAACATCGCGTAATGCAACAGTGAGACACTTGCCGTCATAT 
ATAAGGTTTTGGATCAGTAACCGTTATTTGAGCATAACACAGGTTTTTAAATATATTATT 
ATATATCATGGTATATGTGTAAAATTTTTTTGCTGACTGGTTTTGTTTATTTATTTAGCT 
TTTTAAAAATTTTACTTTCTTCTTGTTAATTTTTTCTGATTGCTCTATACTCAAACCAAC 
AACAACTTACTCTACAACTAATGTCCTCTGCCGCCGAAAAGAAACCAGCTTCCAAAGCTC 
C AGC TG AAAAGAAGCC AGC TGCCAAGAAAACATCAACCTCCGTCGATGGTAAG AAGAGAT 
CTAAGGTTAGAAAGGAGACCTATTCCTCTTATATTTACAAAGTTTTGAAGCAAACTCACC 
CAGACACTGGTATTTCCCAGAAGTCTATGTCTATTTTGAACTCTTTCGTTAACGATATCT 
TTGAAAGAATTGCTACTGAAGCTTCTAAATTGGCCGCTTATAACAAGAAATCCACTATTT 
CTGCTAGAGAAATCCAAACAGCCGTTAGATTGATCTTACCTGGTGAATTGGCTAAACATG 
CCGTCTCCGAAGGTACTAGGGCTGTTACCAAATACTCCTCCTCTACTCAAGCCTAA 

YBL002W, 131 aa(SEQ ID NO 22) 

MSSAAEKKPASKAPAEKKPAAKKTSTSVDGKKRSKVRKETYSSYIYKVLKQTHPDTGISQ 
KSMSILNSFVNDIFERIATEASKLAAYNKKSTISAREIQTAVRLILPGELAKHAVSEGTR 
AVTKYSSSTQA 

YBL064C, 1286 bp, CDS: 501-1286 (SEQ ID NO 25) 

TTGCCAACCTCAAAGAAGAAGAATTATGGGCATATTGACCTTCTCCGGTTTCCCTCCCGC 
GCTCTCGTATCCGTCTGCATTTGACCTCGAGCAAGCGCTCCACTATGTCTATATGTTTAC 
CAGTAAAACTTCTTAACGTTTGTGATATTTTTTGAACTTCAACCACATTCAGTATGCGTG 
TGTATATAAAGATATTCCTGATAGCACTATGTTTATCTTTATACAATATACAAAAGGTCA 
CCCAGGACGAGCAGCGCGGCTATTTTTCTATCATTCCGTGAATAGCGACCAACGGTCGGC 
GGCTATTTTTTTTTTTGCAATTTTTTCGGGATGGGTTCCCCGGCAAAAGCTAGCCCCGGA 
GATTTTTAATTACGTAAAGAAACAAGGGGCCGGATGTTGCTGCTATTGGTATATAAAGAG 
AGAAGGAGAGATATAGAAAATTGTGCTTCTAGATTCTCGCAGTAGGATGAGATAAATTTC 
AAAGAAGCAGGAAGCAAAGGATGTTTAGTAGAATTTGTAGCGCTCAATTAAAGAGGACGG 
CATGGACCCTTCCTAAGCAGGCTCACTTGCAATCACAGACGATTAAAACATTTGCCACAG 
CACCTATTCTGTGCAAACAATTCAAACAAAGTGATCAACCAAGACTAAGAATAAACTCTG 
ATGCTCCTAACTTTGATGCTGACACAACGGTTGGTAAAATCAATTTTTACGACTACTTGG 
GCGACTCTTGGGGGGTCTTGTTTTCTCACCCAGCAGATTTCACCCCTGTCTGCACCACCG 
AAGTCAGCGCATTCGCCAAATTGAAGCCGGAATTCGACAAGAGAAATGTTAAATTGATCG 
GGCTTTCAGTGGAAGATGTTGAGTCCCACGAAAAATGGATTCAAGACATCAAGGAAATAG 
CAAAGGTTAAAAATGTTGGTTTCCCAATAATTGGTGACACTTTTAGAAACGTGGCATTCC 
TATATGATATGGTAGATGCCGAAGGATTCAAAAATATCAATGATGGGTCACTGAAGACCG 
TGAGGTCTGTTTTCGTCATCGATCCCAAGAAGAAGATTAGACTGATTTTTACCTACCCTT 
CCACCGTCGGAAGAAACACTTCTGAAGTGTTAAGGGTAATCGACGCCTTGCAATTGACTG 
ACAAGGAGGGCGTAGTAACTCCAATTAATTGGCAGCCAGCTGACGATGTCATTATTCCTC 
CCTC TGTC TCC AATG ATG AGGCGAAGGCT AAATTTGGTC AATTT AATG AAATT AAACC C T 
ATTTAAGATTCACCAAGTCGAAATAA 

YBL064C, 261 aa (SEQ ID NO 26) 

MF SRI C S AQLKRTAWTLPKQAHLQ SQT I KTFATAP I LCKQFKQ SDQPRLRINSDAPNFD A 
DTTVGKINFYDYLGDSWGVLFSHPADFTPVCTTEVSAFAKLKPEFDKRNVKLIGLSVEDV 
ESHEKWIQDIKEIAKVKNVGFPIIGDTFRNVAFLYDMVDAEGFKNINDGSLKTVRSVFVI 
DPKKKIRLIFTYPSTVGRNTSEVLRVIDALQLTDKEGWTPINWQPADDVI I PP SVSNDE 
AKAKFGQFNEIKPYLRFTKSK 
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YBR089C-A, 800 bp, CDS: 501-800 (SEQ ID NO 47) 

TTTTTTAGGTGGCGCGGCAACTATAAAGTACAGCAAGTGAGGTTGAGGCAATACTGGGAG 

TTTACACTATGGGAGACAGCTCCTAACACCAAGCAGAAAAACGACTTTTTCGCAAAGTAT 

GTAAGGCGCTGGGTGAGCCCAGCGGACGAGGATGGGCTTAATAAGAACGTACAGTTTAGC 

ACAGCTAGAACAGGATACAGCTAAGGGCAACTCTGCTTTTCGGGAGAAGTTAAAGAGGGG 

TAGACAATGATGGTAATCTTATAAACCGGCTACAATGAAGGTTGTAGCAGCAAGGAAGAT 

GATATTTTAATACGGTTCAGGTGAAATGAAATAGCCGCCCATAACGGCATGCTCAAGTTG 

TAAGTCAGGACTCTAGCTTTCTACTGTAGTATCCTCTAAAGGACTGCTGTTCTGTGCACC 

C CCTTC CTTTGTTTATCATAGCGC ACG AC AAGAGTACT AACTAATTAACTTAG AAC ATTA 

ACATATATAAAACTAGCGCTATGGCCGCAACTAAAGAAGCAAAGCAACCAAAGGAACCAA 

AGAAGAGGACCACCAGGAGAAAGAAGGATCCTAACGCCCCTAAGAGGCGGTTGTCAGCTT 

ATATGTTCTTTGCTAATGAAAACAGAGACATTGTCCGTTCCGAGAATCCTGACGTAACTT 

TTGGCCAAGTAGGCAGAATATTGGGTGAGAGGTGGAAGGCCTTAACTGCTGAAGAAAAGC 

AACCCTATGAATCTAAGGCTCAAGCAGACAAGAAGAGATACGAATCTGAAAAGGAATTGT 

ACAATGCTACACGTGCTTGA 

YBR089C-A, 99 aa (SEQ ID NO 48) 

MAATKEAKQPKEPKKRTTRRKKDPNAPKRRLSAYiyiFFANENRDIWSENPDVTFGQVGRI 
LGERWKALTAEEKQPYESKAQADKKRYESEKELYNATRA 

YBR149W, 1535 bp, CDS: 501-1535 (SEQ ID NO 57) 

TTCGCAAACATCAACTTCTCCTTAATCGACCAACTGACAATGAACTTCAGGTTCTACGAG 
AGATCTGCCAATTTCCAGAAGGAAACAATAGGTGGGTTAAGAATGATGCTACAAGATAAG 
GATAACTATATCAAAACACTGATGCAACATTTGAAGAAAAAAGAGAGTACAAAGTTGATA 
AAAGACAGCAAGAATGGCGCCTCCACCTTAACATCTTAACAATTTCGTTTACTGAAAATG 
CTACTAGTATATAATCATTAAGTATCTAACTATCACTCAATAAAAATATTATAGATCGCT 
TAAAAACTCGTTTATTGCCGATTATAAATCCACCAAAAGCCGCTCTACCCTTACCTCCGC 
CTGGAAAAATTATAATATATAAAGTGAGCCTCGTAATACAGGGGTAAAAAGGAAAGAGGG 
GGATATCAAGCATCTGGACTTATTTGCACTATCTCCGCCTTCAATTGATAAAAGCGTCTT 
GATTTTAATCAACTGCTATCATGTCTTCTTCAGTAGCCTCAACCGAAAACATAGTCGAAA 
ATATGTTGCATCCAAAGACTACAGAAATATACTTTTCACTCAACAATGGTGTTCGTATCC 
CAGCACTGGGTTTGGGGACAGCAAATCCTCACGAAAAGTTAGCTGAAACAAAACAAGCCG 
TAAAAGCTGCAATCAAAGCTGGATACAGGCACATTGATACTGCTTGGGCCTACGAGACAG 
AGCCATTCGTAGGTGAAGCCATCAAGGAGTTATTAGAAGATGGATCTATCAAAAGGGAGG 
ATCTTTTCATAACCACAAAAGTGTGGCCGGTTCTATGGGACGAAGTGGACAGATCATTGA 
ATGAATCTTTGAAAGCTTTAGGCTTGGAATACGTCGACTTGCTCTTGCAACATTGGCCGC 
TATGTTTTGAAAAGATTAAGGACCCTAAGGGGATCAGCGGACTGGTGAAGACTCCGGTTG 
ATGATTCTGGAAAAACAATGTATGCTGCCGACGGTGACTATTTAGAAACTTACAAGCAAT 
TGGAAAAAATTTACCTTGATCCTAACGATCATCGTGTGAGAGCCATTGGTGTCTCAAATT 
TTTCCATTGAGTATTTGGAACGTCTCATTAAGGAATGCAGAGTTAAGCCAACGGTGAACC 
AAGTGGAAACTCACCCTCACTTACCACAAATGGAACTAAGAAAGTTCTGCTTTATGCACG 
ACATTCTGTTAACAGCATACTCACCATTAGGTTCCCATGGCGCACCAAACTTGAAAATCC 
CACTAGTGAAAAAGCTTGCCGAAAAGTACAATGTCACAGGAAATGACTTGCTAATTTCTT 
ACCATATTAGACAAGGCACTATCGTAATTCCGAGATCCTTGAATCCAGTTAGGATTTCCT 
CGAGTATTGAATTCGCATCTTTGACAAAGGATGAATTACAAGAGTTGAACGACTTCGGTG 
AAAAATACCCAGTGAGATTCATCGATGAGCCATTTGCAGCCATCCTTCCAGAGTTTACTG 
GTAACGGACCAAACTTGGACAATTTAAAGTATTAA 

YBR149W, 344 aa (SEQ ID NO 58) 

MS S S VASTENI VENMLH PKTTE I YF SLNNGVRI P ALGLGTANPHEKL AETKQ AVKAAI KA 
GYRHIDTAWAYETEPFVGEAIKELLEDGSIKREDLFITTKVWPVLWDEVDRSLNESLKAL 
GLEYVDLLLQHWPLCFEKIKDPKGISGLVKTPVDDSGKTMYAADGDYLETYKQLEKIYLD 
PNDHRVRAIGVSNFSIEYLERLIKECRVKPTVNQVETHPHLPQMELRKFCFMHDILLTAY 
SPLGSHGAPNLKIPLVKKLAEKYNVTGNDLLISYHIRQGTIVIPRSLNPVRISSSIEFAS 
LTKDELQELNDFGEKYPVRFIDEPFAAILPEFTGNGPNLDNLKY 
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YBR289W, 3218 bp, CDS: 501-3218 (SEQ ID NO 63) 

GATACGATCTATAGTCTCTAAAAAGGTAAAACAATCAAGCGGGCCTTTTGACTTCGAAGT 

GGAGGCTAAGCACCAATAATTGAGCTTATTTATAACTGAGAAATACTTATAGACCTCTAA 

ATCTCTTCCAACCATTGAATGGTCTAAATAATCATCACTACTGCTATCTTCGAGCAATTG 

AGGACATGTGGTACGAACGCGGGTCCACAGGTGCTTGAAGGAGGGAGCTGTTGCACCTAA 

AAGATACTGGAAAATAAGTTTGTTCTTTGTATCAGTGATATAGAATGACAAATACATCTA 

TTTTGGTTGGGTTGGTAAGGTTTACAGCCTCTGTTGTTGCCCAAGTCCTGTTATCGCCAA 

CTTTAAATAAATCTCTTCTTGTTCTTTGACCAAAAATTTCATTTTTCGTCGCATTTAAAA 

GAAACTGAAATTTCAAACATAAACACCAAAACAAAGCATCATCAAGGGAACATATAGTAA 

AGAACTACACAAAAGCAACAATGAATAATCAGCCGCAGGGTACCAACAGCGTTCCAAATA 

GTATTGGAAATATATTTAGCAACATTGGAACTCCATCTTTTAACATGGCGCAAATTCCGC 

AACAGCTGTATCAGAGCCTCACACCACAACAATTGCAGATGATTCAGCAACGACACCAAC 

AGTTACTGAGGAGTCGTCTACAACAACAACAACAACAACAACAACAAACTTCACCGCCAC 

CGCAAACGCATCAATCTCCACCCCCTCCTCCGCAACAATCTCAACCCATTGCTAATCAAT 

CAGCGACTTCTACCCCTCCTCCTCCTCCAGCACCACACAACTTACATCCCCAAATTGGTC 

AAGTGCCCTTAGCTCCAGCGCCTATTAATTTGCCTCCACAAATTGCTCAGTTACCTTTGG 

CTACACAGCAACAAGTTTTGAACAAGTTGAGGCAGCAGGCCATAGCAAAAAATAATCCAC 

AGGTTGTGAATGCAATTACTGTTGCACAACAACAAGTGCAACGCCAAATTGAGCAGCAAA 

AGGGACAGCAAACGGCACAAACTCAGCTAGAACAGCAGAGGCAATTGCTGGTTCAGCAGC 

AACAGC AGC AGC AACTT AG AAAC C AAAT AC AGC G AC AAC AGC AAC AACAGTTT AGGCATC 

ATGTGCAAATACAACAGCAGCAACAAAAGCAACAACAACAGCAGCAGCAGCATCAGCAAC 

AACAACAACAACAACAGCAACAGCAGCAACAGCAACAGCAACAGCAGCAGCAACAACAAC 

AGCAACAACAACAACAACAGCAGCAGCAGCAGCAGCAGCAGCAAGGACAAATACCGCAAT 

CTCAGCAAGTTCCTCAAGTTAGATCCATGAGTGGACAACCTCCCACCAATGTTCAGCCCA 

CTATTGGCCAACTTCCTCAACTTCCAAAATTAAACTTACCCAAGTACCAAACTATTCAAT 

ACGATCCACCAGAAACCAAGCTACCATATCCAACCTATTGGTCAGACAAAAAAGCAGATA 

CGGATACTTTGTTGTACGAACAAATTATCCAGCGTGATAAAATTAACAAATATTCGCTAA 

TAAGAGAAACCAATGGTTACGATCCGTTTAGCATTTATGGATTTAGTAATAAAGAGTATA 

TTAGTAGACTGTGGCATACACTGAAGTATTATCAAGATTTGAAGAACACTAGAATGAAAT 

CTATCACAAGCACTTCTCAGAAGATTCCTTCGGCAAGTATTTGGGGAAATGGTTACTCAG 

GGTATGGTAATGGGATTACGAATACAACTACCAGAGTTATTCCACAAGTAGAAGTTGGAA 

ATAGGAAGCATTACCTAGAGGATAAATTAAAAGTCTATAAACAGGCCATGAATGAGACAT 

CGGAACAGTTAGTTCCCATAAGATTGGAGTTCGATCAAGATCGTGACAGATTCTTCCTCA 

GGGACACTTTGTTATGGAACAAAAATGACAAGCTTATTAAAATTGAAGACTTTGTGGACG 

ACATGTTGCGAGATTACCGATTTGAGGACGCTACGAGAGAGCAACACATTGATACTATTT 

GTCAATCTATACAAGAGCAGATTCAGGAGTTTCAAGGAAATCCATATATAGAGTTGAATC 

AGGACCGTCTAGGCGGTGATGACTTGAGAATTAGAATCAAGCTGGATATTGTCGTGGGAC 

AAAACCAGTTAATCGATCAATTTGAGTGGGAGATCTCTAATAGTGATAACTGTCCAGAAG 

AGTTTGCAGAGTCCATGTGTCAAGAATTAGAACTACCAGGTGAGTTTGTGACTGCCATTG 

CTCACTCCATAAGAGAGCAAGTTCATATGTATCATAAATCACTGGCACTGTTAGGTTACA 

ATTTTGATGGATCAGCGATAGAAGATGATGACATTAGAAGCAGAATGCTCCCAACGATTA 

CTCTTGATGATGTTTATAGGCCTGCAGCGGAAAGCAAAATTTTTACTCCAAACCTATTAC 

AGATTTCAGCTGCAGAGTTAGAGAGATTGGATAAAGATAAGGACAGAGACACAAGAAGGA 

AAAGAAGACAAGGTAGATCTAATAGACGTGGTATGCTCGCATTGTCCGGCACATCTGCAA 

GTAATACATCTATGAACGGCGTTCACAACACAGTAGCAGCAGGAAATGCTTCATCGTTGC 

CACCAGGAGAGATTTTACTGCCAGATATTGCAGATATTCCAAGAACTTTCAGGACTCCAG 

TACCTAGCACTTTAATGCCTGGTGGTGTTGACGTAGGCCCTTCTGTGGAATCGTACGAAT 

TGAGAAACACAACCACTTATAAAAGCAGGCCAGATAGACCTAAGCCAGTTTCACCTCCTT 

GTTATATTATTGACCATATTCCGGGTCATTCGCTACTACTTTCTATTAAACTGCCTGGGA 

AAGTTAATACAAAAGAAGAGTTCGCAGCAGCGCCCAATGACACAAGTAGTGGCACCAATG 

CAATGCTTCCGAGTCCAGAATCGCTGAAAACTAAGCTGAATAGTAACATTCGCGCTGGTG 

TGACGATACCTTCAATCCCAAACCCGATTGCCAATCACACTGTTACTAATTCACCCAATC 

CCACACTGCAGCCAGTAATCCCAGGTGGGGCAGCTAGTAAATCGGTACCTACACCTAGTC 

TTCCTATAGCACCTCCAGTAGCACCACATGATAGCGAAGCGACATTGTTGACTAATAGCA 

ATAATGGTAGCAGTAACAATAACACACAGAATACATAG 
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YBR289W, 905 aa (SEQ ID NO 64) 

MNNQPQGTNSVPNSIGNIFSNIGTPSFNMAQIPQQLYQSLTPQQLQMIQQRHQQLLRSRL 
QQQQQQQQQTSPPPQTHQSPPPPPQQSQPIANQSATSTPPPPPAPHNLHPQIGQVPLAPA 
PINLPPQIAQLPLATQQQVLNKLRQQAIAKNNPQWNAITVAQQQVQRQIEQQKGQQTAQ 
TQLEQQRQLLVQQQQQQQLRNQIQRQQQQQFRHHVQIQQQQQKQQQQQQQHQQQQQQQQQ 
QQQQQQQQQQQQQQQQQQQQQQQQQQQQGQIPQSQQVPQVRSMSGQPPTNVQPTIGQLPQ 
L PKLNLPK YQT I Q YDP PETKL P Y PT YWS DKKADTDTLL YEQ 1 1 QRDKI NKY S L I RETNG Y 
DPFSIYGFSNKEYISRLWHTLKYYQDLKNTRMKSITSTSQKIPSASIWGNGYSGYGNGIT 
NTTTRVIPQVEVGNRKHYLEDKLKVYKQAMNETSEQLVPIRLEFDQDRDRFFLRDTLLWN 
KNDKLIKIEDFVDDMLRDYRFEDATREQHIDTICQSIQEQIQEFQGNPYIELNQDRLGGD 
DLRIRIKLDIWGQNQLIDQFEWEISNSDNCPEEFAESMCQELELPGEFVTAIAHSIREQ 
VHMYHKSLALLGYNFDGSAIEDDDIRSRMLPTITLDDVYRPAAESKIFTPNLLQISAAEL 
ERLDKDKDRDTRRKRRQGRSNRRGMLALSGTSASNTSMNGVHNTVAAGNASSLPPGEILL 
PDIADIPRTFRTPVPSTLMPGGVDVGPSVESYELRNTTTYKSRPDRPKPVSPPCYIIDHI 
PGHSLLLSIKLPGKVNTKEEFAAAPNDTSSGTNAMLPSPESLKTKLNSNIRAGVTIPSIP 
NPIANHTVTNSPNPTLQPVIPGGAASKSVPTPSLPIAPPVAPHDSEATLLTNSNNGSSNN 
NTQNT 

YCR004C, 1244 bp, CDS: 501-1244 (SEQ ID NO 69) 

TTAAGAAAATGAACGTTACTATTTCCTTCCTCGTTTTAGTTACATAAAATTTACTAATGG 
TTGGAAAATTGCGGAAGCTATCACGCGATAACTAGGTACACACGCATTATTTTTATAATC 
CCATTATTAATAAATCCGTTATGACCCTTTTAGTAATAACTTATTAAGAACCTCCGGGTA 
AAATACTGTACTGCGGGGAAAGAAGGCGCTTCCCCTTCTTGGAACTTAATATAAATAATA 
AATTTGCCTAAGGGCATTAGGCCTTACTGCCTTGGCTAGCGTACTTATTTCGATTCATAC 
AATTTGCACTATTCCGGCAGCTAGTTGATACTATAACATCCTACATTTTTACTTGTTTTA 
CGTTCATTTTTATTTGAAGTTTGTAAACTTTATCAGAAAGAAAACAAGAAGAGGAAAAAG 
GAAAAGAGGGGTCAGGTTAGTATCAATAAAAAAAAAGAGAGTAAACAAAACAATACAGAC 
TCAATTGAAGCACTATAAGAATGGTAAAGATTGCGATAATTACTTACTCTACCTACGGGC 
ACATAGACGTTTTAGCCCAAGCTGTTAAGAAAGGTGTGGAGGCAGCTGGTGGTAAAGCTG 
ATATATACAGGGTCGAGGAAACTTTACCTGATGAAGTCCTCACCAAGATGAACGCTCCTC 
AGAAACCTGAAGATATTCCTGTTGCCACTGAGAAAACGTTGCTCGAATATGACGCCTTTT 
TGTTCGGTGTTCCAACTAGGTTTGGTAATTTGCCGGCTCAATGGTCCGCCTTTTGGGATA 
AAACCGGTGGATTATGGGCCAAGGGCTCTTTGAACGGCAAAGCTGCGGGGATATTCGTTA 
GTACTTCCAGTTACGGAGGTGGTCAAGAAAGTACCGTTAAAGCCTGTTTGTCTTATTTAG 
CTCATCACGGAATTATCTTTTTACCACTGGGTTATAAGAATTCATTTGCTGAGTTAGCCA 
GTATAGAAGAGGTACACGGTGGCTCTCCATGGGGTGCTGGTACCCTTGCAGGACCTGACG 
GCTCAAGAACTGCGTCTCCACTTGAATTGAGAATTGCTGAAATTCAAGGTAAAACATTCT 
ACGAAACCGCCAAAAAACTTTTCCCTGCAAAAGAAGCCAAGCCCTCCACTGAAAAGAAGA 
CCACTACTTCTGATGCGGCTAAGAGACAAACTAAACCTGCAGCAGCTACAACTGCAGAAA 
AGAAGGAGGACAAAGGATTATTATCCTGCTGTACTGTCATGTAA 

YCR004C, 247 aa (SEQ ID NO 70) 

MVKIAIITYSTYG^IDVLAQAVKKGVEAAGGKADIYRVEETLPDEVLTKMNAPQKPEDIP 
VATEKTLLEYDAFLFGVPTRFGNLPAQWSAFWDKTGGLWAKGSLNGKAAGIFVSTSSYGG 
GQESTVKACLSYLAHHGIIFLPLGYKNSFAELASIEEVHGGSPWGAGTLAGPDGSRTASP 
LELRIAEIQGKTFYETAKKLFPAKEAKPSTEKKTTTSDAAKRQTKPAAATTAEKKEDKGL 
LSCCTVM 

YCR013C, 1148bp, CDS: 501-1148 (SEQ ID NO 77) 

TGAAAAATGATGAAGGCACATTGTTAATTGAAGAAGAAGAAGAAGAAGAAACAAAATTAA 
AACCGATTGACCAATATATGTCTCTGAATGCCAAGGATGGAAATTATTGCAGAAGATTAG 
ACTTTTTTTGTTGCAAGTGGGATGAGCTTGGAGCAGGAAGAATACACTATACTGGATCTA 
AAGAGTACAATAGATGGATAAGAATATTGGCAGCGCAAAAAGGCTTCAAGCTTACACAAC 
ACGGTTTATTTCGAAATAATATCCTTCTCGAAAGCTTTAACGAACGCAGAATTTTCGAGT 
TATTAAACTTAAAATACGCTGAACCCGAACATAGAAATATCGAATGGGAAAAAAAAACTG 
CATAAAGGCATTAAAAGAGGAGCGAATTTTTTTTTAATAAAAATCTTAATAATCATTAAA 
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AGATAAATAATAGTCTATATATACGTATATA7VATAAAAAATATTCAAAAAATAAAATAAA 
CTATTATTTTAGCGTAAAGGATGGGGAAAGAGAAAAGAAAAAAATTGATCTATCGATTTC 
AATTCAATTCAATTTATTTCTTTTC GGATAAG AAAGCAAC ACCTGGC AATTCCTTAC CTT 
CCAATAATTCCAAAGAAGCACCACCACCAGTAGAGACATGGGAGATCTTGTCAGTGACAC 
CGTACTTCTTAGCGACAGTGGCAGTGTCACCACCACCAATGATGACGGTGTTACCAGCAG 
CAGAGCTCTTGACAACTTCGTCTAACAAAGCCTTAGTACCAGCAGCGAACTTTTCGAATT 
CGAAAACACCTGGTGGACCGTTCCAGACAATGGTCTTAGCCTTTGCAACAGTAGCAGCAA 
ACAACTTTCTAGATTCTGGACCATTGTCCAACCCTTGCCAGCCAGCTGGAATACCTTCCT 
TGTCAGTGACAGTCTTGGTGTTGGCATCAGCAGAGAAAGCATCAGCAATGATGAAGTCGA 
CTGGCAAGACGACTTCGACACCCTTGGCCTTGGCCTTTTCCATCAACTTTGGAACGATTT 
CAGCACCAGCCTTGTCGAAGATGGAGTCACCGATTTCAGTGTTTTCCAAAACCTTCTTGA 
AGGTGAAAGCCATACCACCACCAATGATGATAGAGTCGACCTTGTCCAACAAGTTGTCAA 
TCAATTGA 

YCR013C, 215 aa (SEQ ID NO 78) 

MGKEKRKKLIYRFQFNSIYFFSDKKATPGNSLPSNNSKEAPPPVETWEILSVTPYFLATV 
AVSPPPMMTVLPAAELLTTSSNKALVPAANFSNSKTPGGPFQTMVLAFATVAANNFLDSG 
PLSNPCQPAGIPSLSVTVLVLASAEKASAMMKSTGKTTSTPLALAFSINFGTISAPALSK 
MES PI S VFS KTFLKVKAI P PPMMI ESTL SNKLS IN 

YDL059C, 1217 bp, CDS: 501-1217 (SEQ ID NO 83) 

AAAGTATCAAGTTCGCTAAATTTACTTCGAAGACAGAAGCCAGTAAATTTTGTTTTCTTC 
ATGGAAATAGTTTCCAAAAAGTTCTTAGTAATTACCATATGTTCTTGTATGTGGCGCTGC 
GAAAGAAAGGTTAGCCGACCGGCATCACCCATAATTGTATAATATAGCAATGAAGCAACT 
TGTTGAAGTTTTCTTTAAAGTACTATAGTATTGAATAATATCATGTTCACTTGATAAAAT 
TGGGTATTTTATTGACCATTATATCGCGTTGGACACTAATGTCTTTCAAGTTGGTGTCAC 
GTCACGTGCTTTTCAATGTACTGGGGCAAATTGATTAGAGGAAGCCACAGTTTGGCAAGG 
GCAGATATGATAGGAAGCAGTAACGGCAAGGAAGGATAAGAACATCATTGAGGGAGTCTG 
TGGCAGTTTAGCACATGCTTTGGACCATTAAAGGGTTACGTAGAGGAGAAGAGCATATTT 
CAGGATAAACAGACAAAATAATGACGATACAAGCGAAGCCCAGTTCGAGCATATCGTATG 
ATTCGACTACATACGGCACAGCACCGGGCTTGGATATAAAAGAGTTCCAAATCATCGAAG 
ATTGGAATGGAAGACCTGCCAGCGCTTGGTCGGTGCAGAGGATTGGGCTTCTACAGTCCA 
AGATCGAAAGGTACACGTACAATATTTACCACAATAATAAATATGGGAAGCACAACTTAT 
CTAA@CTGATACCAGGGCATGCTCTCATTCAGTTCGCTAATGAAACATTCGGGTATGATG 
GTTGGCGAATGGATGTTATAGATGTTGAGGCCCGGGAGTGCCAGCCCTTCACCGCAGTAA 
ATAATGGAGAAAACACCAACACTAGTGAGGTCAAGTATACAGTTGTGGCAGAAGCCCAAG 
TAAAGGTTACCTTAAAGGATGGCACCAACACACAGTGTGGTGGGCTAGGTAGAATTACTT 
TGTCCTCGAGAGGTGAATGTTATAACAGGTCGAAAAAAGAGGCTGTAGGCGATGCGTTAA 
AGAAGGCGTTATTGAGCTTTGAAAAAATCATACTCGATTATGAGACTAAGATTACAAATA 
ATTACTATGTCGATGGCTTGTATGGCTCAAAAAAAATTAAAAATGAAGCTAACACCAATT 
ACAACTTATTGTCAGCGACTAATAGCAAGCCGACTTTTATCAAATTGGAGGATGCTAAAG 
GCACGCATATCAAATAA 

YDL059C , 238 aa (SEQ ID NO 84) 

MTI QAKPS SSI S YDSTT YGT APGLDI KEFQI I EDWNGRP AS AWS VQRIGL LQ SKI ERYTY 
NIYHNNKYGKHNLSKLIPGHALIQFANETFGYDGWRMDVIDVEARECQPFTAVNNGENTN 
TSEVKYTWAEAQVKVTLKDGTNTQCGGLGRITLSSRGECYNRSKKEAVGDALKKALLSF 
EKIILDYETKITNNYYVDGLYGSKKIKNEANTNYNLLSATNSKPTFIKLEDAKGTHIK 

YDL147W, 1838 bp, CDS: 501-1838 (SEQ ID NO 87) 

ACTCTTCTCTGATTTCAGCAATGGCCTTTTTTTTTTCTTCACGATCATACTCCTTCGCTT 
GTCTTTTGGAATTCTTTTTATTCTTACTTTTGACGTTTGTTTGACCTGTGAGTCCACGGG 
CCTTCAAGGCGGCCTTTAAATTCTTAAGTTGTGAACCGGCCATGTATTTGATCTTCCCTT 
TTATTTGCTTCTCAACTGTACTATTTACAGTAATAATTAGTGCAACCTTCAGATGCTTCT 
CGCTAAATGCTCATCTCTAAATTATCATTATTATTCCTAATAAATCCTAAAATTTTTCAC 
TCGTTCTGTACGGCTCATCGCCCCAATATTACCCGTCTTGTATGTGATCTTTTTGACTTT 
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TCGGTGGCAAAATGCAAAGGGGAATCCAAGGAAAAACCATAACAGGACACTACATCAGAG 
ATAATCTTGAATTAAGAGAGTAGAGGAATATACTGCTGGGCTCACTACCATTTTTGTTGC 
TAGAGTAAACGTAGAGAAAGATGTCAAGAGATGCACCAATTAAGGCTGACAAGGATTATA 
GCCAAATTTTGAAGGAAGAGTTTCCTAAGATCGATTCGCTCGCTCAAAATGATTGTAACT 
CTGCTTTAGACCAACTGTTAGTGTTGGAGAAGAAAACCAGACAAGCTTCAGATCTGGCCT 
CCTCGAAAGAAGTTTTGGCCAAGATTGTAGATCTGCTAGCATCAAGGAATAAGTGGGACG 
ACCTAAATGAGCAATTGACTCTACTCTCAAAAAAGCATGGTCAGTTGAAATTGTCAATTC 
AGTATATGATACAAAAGGTTATGGAATATTTGAAAAGCTCGAAATCTTTGGATTTAAACA 
CCAGAATTAGTGTCATTGAAACTATCAGGGTGGTTACAGAGAACAAAATATTTGTAGAAG 
TGGAAAGAGCTAGGGTCACCAAAGATTTGGTGGAAATTAAGAAAGAAGAGGGTAAGATTG 
ATGAAGCTGCAGACATCTTGTGTGAGTTACAGGTTGAGACCTATGGCTCCATGGAAATGT 
CTGAGAAAATTCAGTTTATATTAGAGCAAATGGAATTGAGTATATTAAAAGGTGATTATT 
CCCAAGCCACGGTGCTTTCAAGAAAAATTCTGAAAAAAACTTTTAAAAATCCAAAATACG 
AGTCATTGAAGCTAGAATATTATAATCTTCTGGTAAAAATTAGTTTGCACAAGAGAGAAT 
ACCTAGAAGTTGCGCAGTATCTGCAAGAAATTTATCAAACAGACGCCATTAAATCAGATG 
AGGCTAAGTGGAAACCTGTTTTATCGCACATTGTATATTTCTTAGTCCTTTCACCTTACG 
GCAATTTACAAAATGATTTAATTCACAAAATCCAGAATGATAACAACCTGAAAAAATTAG 
AAAGC C AAGAATCTTTAGTAAAATTGTTTACTAC GAATGAGTTG ATGAG ATGGCC AATTG 
TTCAAAAAACCTATGAGCCCGTCTTAAATGAGGATGATTTGGCATTTGGTGGAGAAGCTA 
ATAAGCATCACTGGGAAGATTTACAAAAAAGGGTCATCGAGCACAATTTAAGAGTCATTT 
CCGAATACTATTCCAGAATTACTTTACTAAGATTGAATGAATTGCTGGACCTAACGGAGA 
GCCAGACGGAAACATACATCAGTGATTTGGTAAACCAGGGCATCATATACGCTAAAGTTA 
ATCGCCCAGCCAAAATCGTGAATTTTGAAAAACCAAAAAACTCAAGCCAATTATTGAACG 
AATGGTCACATAATGTTGACGAACTATTAGAACATATAGAAACAATAGGCCATTTAATTA 
CAAAAGAGGAAATCATGCACGGTTTGCAAGCTAAATGA 

YDL147W, 445 aa (SEQ ID NO 88) 

MSRDAPIKADKDYSQILKEEFPKIDSLAQNIXINSALDQLLVLEKKTRQASDLASSKEVLA 
KIVDLLASRNKWDDLNEQLTLLSKKHGQLKLSIQYMIQKVMEYLKSSKSLDLNTRISVIE 
TIRWTENKIFVEVERARVTKDLVEIKKEEGKIDEAADILCELQVETYGSMEMSEKIQFI 
LEQMELSILKGDYSQATVLSRKILKKTFKNPKYESLKLEYYNLLVKISLHKREYLEVAQY 
LQEIYQTDAIKSDEAKWKPVLSHIVYFLVLSPYGNLQOTLIHKIQNDimLKKLESQESLV 
KLFTTNELMRWPIVQKTYEPVLNEDDLAFGGEANKHHWEDLQKRVIEHNLRVISEYYSRI 
TLLRLNELLDLTESQTETYISDLWQGIIYAKVNRPAKIVNFEKPK^SSQLLNEWSHNVD 
ELLEHIETIGHLITKEEIMHGLQAK 

YDR253C/ 1076 bp, CDS: 501-1076 (SEQ ID NO 113) 

TTTCCCCGCTAAAATAACGCCAGATGCTTTCTATGCTTCTAATCTTTTACCATTTACCTT 

TGTTTATTTCAATATAAACTTTAATTTACAGTCCCTATCTATTGCCCGACTGGACTAACA 

TGCACGTGACATTTTGTGATGGTTTTTCGTCCCTTACTTAGTACGCTTAGTACGCCACAG 

TTTATATTTTCTTGACAATAATAAAGAACCTGATTGTGGGTTAGAACTTGCTATACTTTT 

AGTTTAAAATAAGCAGGAAATAATCTTGAGTTCTGTATCATTATTATAAATAAAACTATA 

TTTGTTCTCTTTGTCGCCCTCGGAACTTTCCTCATTACATTGACGAGGTATATATAGATA 

TAGTAGATATACATATCTATCCATGGTATATATGTATGCATCTGGATAATTGAATAGGGT 

TTCATGTCATATGCCAAGAATTTGTTAATAATATAGTGGAAAAAAGTCAAGAGGTATTAT 

AAATTTCAAAAAAGTACCAAATGGAGGATCAGGATGCTGCATTTATCAAACAGGCTACAG 

AAGCAATAGTGGATGTATCATTAAATATAGATAACATAGATCCTATAATAAAAGAGTTAT 

TAGAAAGGGTAAGGAATAGGCAAAACAGGTTACAAAATAAAAAACCAGCACTCATACCGG 

CAGAAAATGGTGTTGATATAAATAGTCAAGGCGGTAACATAAAGGTTAAAAAGGAAAACG 

CATTACCAAAACCACCGAAGTCCAGCAAAAGCAAACCCCAAGATCGTAGAAATAGTACTG 

GTGAAAAAAGATTTAAATGTGCGAAATGTTCGTTGGAATTTTCAAGATCATCAGATTTGA 

GAAGGCACGAAAAGACACACTTCGCCATATTGCCTAACATTTGTCCTCAATGTGGCAAAG 

GTTTTGCAAGGAAAGATGCATTGAAAAGACATTATGATACACTGACATGTAGGAGAAACA 

GGACTAAATTACTAACTGCGGGTGGTGAGGGTATCAATGAATTACTGAAAAAAGTCAAGC 

AATCCAACATCGTTCATCGTCAAGATAACAACCACAATGGTAGCAGTAATGGCTGA 
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YDR253c, 191 aa (SEQ ID NO 114) 

MEDQDAAFIKQATEAIVDVSI^IDNIDPIIKELLERVI^QNRLQNKKPALIPAENGVDI 
NSQGGNIKVKKENALPKPPKSSKSKPQDRRNSTGEKRFKCAKCSLEFSRSSDLRRHEKTH 
FAILPNICPQCGKGFARKDALKRHYDTLTCRRNRTKLLTAGGEGINELLKKVKQSNIVHR 
QDNNHNGSSNG 

YDR276C, 668 bp, CDS: 501-668 (SEQ ID NO 117) 

ACCTTTAGTTCTTAGCATCACCAATCGCAGACATCCAACGTATCCGTGCGCGTAATCCTT 
CTCTTGGTAGTTGAGCACAGCATACAGAAGAAGCCGCGCGCAAGCGGTAAATGTCTTTCC 
TCCGGCCTTCTAACCACCAAAACCGATCTCGGAACATGGGGGGGGGAAGGTCCTCTGAAT 
CGAAAAACCCGAGACAGCGAGAGGGATTTTGCAGAAAATTACAAAGATCACTATTTACTG 
CTCCCCTCACTTCCGCAGTCCCCTAATAGCGGAAGATGCAATGGGTGTGGGCTCTGGGTG 
CCCTTTAACCACGCCCTCAAAAGGGGGTCCTGGTTATTTTGCGATGGGCGCCTCTATAAA 
TACAAAAGAGGAAGTGAGTGTTTTTGTTTTGGAAGAGGGAAAGGAAAAAAAGAAGAAAAT 
TTACTATCGGTTGTTGTTTTTCGCCAGTATAATACAATTGATTATACATTTTGAACTAAA 
CAGCACAGCACAATACAACAATGGATTCTGCCAAGATCATTAACATTATATTATCCCTTT 
TCTTACCACCAGTCGCCGTTTTTCTAGCCCGTGGGTGGGGTACTGACTGTATAGTGGATA 
TCATTTTGACCATTTTGGCTTGGTTCCCAGGTATGCTATATGCCTTGTACATTGTCCTAC 
AAGATTAA 

YDR276C, 55 aa (SEQ ID NO 118) 

MDSAKIINIILSLFLPPVAVFLARGWGTDCIVDIILTILAWFPGMLYALYIVLQD 
YDR377W, 806 bp, CDS: 501-806 (SEQ ID NO 127) 

AATACAAGACTTGGTGGTCAGCGGAGCGCTATCCTTAGAGAATTCTATCGACCTCTCTAA 
TATCAAGCACACCACATGGAAGGATTGGGAAAGAATCAACAAGAAGGAATTGCTTCGGGG 
CAAAAAGGAACACAAAACTCGGTCAAAGTTTTTAACTTTTGAAGAGTTGTGGAACGGTGT 
AGAAGGCATATAAAATAGATCGTTAATATATTTCTAACATCTTCTTGTAAATGTAAATAT 
TTTAAAAGGGTTGATCTTATTACGGAGAGAACCAATCATATCGAAGGATTTCTCAATAGT 
AAGTATCCCGCGCGTGGTCCTCGGGGAAATAGAACGAGAAACTTCAAGTACTTGATAGCA 
AGAAAGTGAGTGCTTGGCTTCCCCATTTTGATTATAAAGAAAGGCATTATTTTCTAGGGC 
AAGAAAAGACATTGTTGAAATTGTTCCAGAAACTTTCATTTAAAGTCTTTCGTGAAAGGA 
GTGGACGTCAAAAAGAAATAATGATTTTTAAACGTGCAGTATCTACATTGATTCCTCCAA 
AAGTTGTGTCTTCCAAGAATATAGGTTCGGCACCT^AATGCCAAGCGCATTGCTAATGTTG 
TTCACTTTTATAAGTCTTTGCCTCAAGGACCAGCACCAGCCATCAAGGCTAACACTAGAT 
TGGCCAGATACAAAGCCAAGTACTTTGATGG GG ATAATGCTAGTGGTAAACCATTGTGGC 
ATTTTGCTCTAGGTATAATTGCCTTTGGCTATTCCATGGAATATTATTTTCATTTGAGAC 
ATCATAAAGGTGCGGAAGAGCATTGA 

YDR377W, 101 aa (SEQ ID NO 128) 

MIFKRAVSTLIPPKVVSSKNIGSAPNAKRIANVVHFYKSLPQGPAPAIKANTRLARYKAK 
YFDGDNASGKPLWHFALGIIAFGYSMEYYFHLRHHKGAEEH 

YEL039C, 842 bp, CDS: 501-842 (SEQ ID NO 141) 

AGTAATTGTCTCCCATTTTTGGTATACGAGCTAGCAGGACCTTTTGCCCAATGACCATTC 
CATATTCATCCCACTCACCACCGTCATCGTTGGTATTATTATTATCATTCCGCTTGAAGA 
AAAAGAAACGAAAAAAGAAATGGATCAGCAGCCGGGTTATAGCGCCCCTTATTGAATTAT 
TTTCCTTCGTGCCTTCTCTGAGAAGGGTCTGCAGTCCCCCGCCGAGGGGTCTTTTCCCAC 
CTTCTCAAAGCTAATAGCGATAATAGCGAGGGCATTTATTCAAGTTCCAACTACTATAAG 
TGGCCGCAAGGGGCAAAGACAAAGGCACACAACATATATATATATCGTGTTGTGAAGCTC 
GAGAAGATTAGATCAGAATAGTTCTCTTTTTGTTGAGGTTGAAACAAAATCAAAGACTTA 
TACAAGAAGATCACATACAAGCATTTATTCACATTACTTTAAGTAAACTTCAGTAAACTA 
CATTACATCATAAACAAAACATGGCTAAAGAAAGTACGGGATTCAAACCAGGCTCTGCAA 
AAAAGGGTGCTACATTGTTTAAAACGAGGTGTCAGCAGTGTCATACAATAGAAGAGGGTG 
GTCCTAACAAAGTTGGACCTAATTTACATGGTATTTTTGGTAGACATTCAGGTCAGGTAA 
AGGGTTATTCTTACACAGATGCAAACATCAACAAGAACGTCAAATGGGATGAGGATAGTA 
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TGTCCGAGTACTTGACGAACCCAAAGAAATATATTCCTGGTACCAAGATGGCGTTTGCCG 
GGTTGAAGAAGGAAAAGGACAGAAACGATTTAATTACTTATATGACAAAGGCTGCCAAAT 
AG 

YEL039C, 113 aa (SEQ ID NO 142) 

MAKESTGFKPGSAKKGATLFKTRCQQCHTIEEGGPNKVGPNLHGIFGRHSGQVKGYSYTD 
ANINK1WKWDEDSMSEYLTNPKKYIPGTKMAFAGLKKEKDRNDLITYMTKAAK 

YER112W, 1064 bp, CDS: 501-1064 (SEQ ID NO 147) 

TACTGAAGTCCCTCTAAACCTACTGCCTTTTATTTTTAGGCTCTAAAATAACCATGGACA 

ACGTGAATTGGGTAGCATCTTTTTTTTAATAGATAGTTTATTATGTATAACAATAATTTA 

AAGATATTCATAGTGATAAGTAATTTTAAATGAGTTTAAAGTACTACTTTTCCTTTACCG 

CCAGTTTCCTGTACTATGAAAAAGGCAAATTCCGCATTGTAGCCGCCCACACGCATTTTG 

ATCATCAATTACGAAATTTGCCGCACACGTGTCACGTGATAAGCACTCTTACTATCATGT 

TTTACGGAGTAGCAATGATGTTCAATTATTGCAGCTTTCTTTCGTGAAATCGTAGTATCA 

TAGACCTTCCTAATGATGGAAGCGGTAAAGAAGGAAATCGTAAAAGTAAATTAACGAAGT 

AGTATTAGTAAAACAGAGTTGAAAAACTGATAAATCTTCAACTCGAACTGAAAAGAAACA 

CAATAGAATATTTTTTCTCAATGCTACCTTTATATCTTTTAACAAATGCGAAGGGACAAC 

AAATGCAAATAGAATTGAAAAACGGTGAAATTATACAAGGGATATTGACCAACGTAGATA 

ACTGGATGAACCTTACTTTATCTAATGTAACCGAATATAGTGAAGAAAGCGCAATTAATT 

CAGAAGACAATGCTGAGAGCAGTAAAGCCGTAAAATTGAACGAAATTTATATTAGAGGGA 

CTTTTATCAAGTTTATCAAATTGCAAGATAATATAATTGACAAGGTCAAGCAGCAAATTA 

ACTCCAACAATAACTCTAATAGTAACGGCCCTGGGCATAAAAGATACTACAACAATAGGG 

ATTCAAACAACAATAGAGGTAACTACAACAGAAGAAATAATAATAACGGCAACAGCAACC 

GCCGTCCATACTCTCAAAACCGTCAATACAACAACAGCAACAGCAGTAACATTAACAACA 

GTATCAACAGTATCAATAGCAACAACCAAAATATGAACAATGGTTTAGGTGGGTCCGTCC 

AACATCATTTTAACAGCTCTTCTCCACAAAAGGTCGAATTTTAA 

>YER112W, 187 aa (SEQ ID NO 148) 

MLPLYLLTNAKGQQMQIELKNGEIIQGILTNVDNWMNLTLSNVTEYSEESAINSEDNAES 
SKAVKLNEIYIRGTFIKFIKLQDNIIDKVKQQINSNNNSNSNGPGHKRYYNNRDSNNNRG 
NYNRRNNNNGNSNRRPYSQNRQYNNSNSSNINNS INS INSNNQNMNNGLGGS VQHHFNS S 
SPQKVEF 

>YFR010W, 2000 bp, CDS: 501-2000 (SEQ ID NO 153) 

GAAAAATTTCAACGGTGGTGTCTTAATGGTTTCCCATGATATCTCTGTTATTGACTCTGT 

TTGTAAAGAGATTTGGGTTTCAGAGCAAGGTACTGTCAAGAGGTTCGAAGGTACAATTTA 

CGACTATAGAGATTACATCTTGCAGTCTGCTGATGCTGCAGGTGTGGTTAAAAAGCATTG 

ATTATTTAGGAAGCACCTCAGAATATATTTTCCATAGAAGCCTAAATTAAGTATGCATTC 

ATAGCCCCATGATACTTTTTTTTTTGACTACTTGTATTGGAATCTAATTGACCTAACTGG 

GCATTCTGGGTCATTGGTATATGTATCACTTTTTACGTAAAAAAGTAGTGGCTAATATAA 

AACATAAAATCTACAAGAAGGGTGAAGTGCTTTTCGAATTTTGCCACTGCAAGTAATTGG 

TGCAATTGAAATACGAGATTTCGTTCTCTAAGAGGATATAAAAATAAGGAAATTAGCCCT 

ACCTATCCTTGTGTTAAAATATGAGCGGAGAAACGTTTGAGTTCAATATTAGACATTCTG 

GTAAAGTTTACCCAATAACACTTTCCACTGATGCTACTTCAGCAGATTTGAAAAGCAAAG 

CAGAGGAATTGACCCAAGTCCCAAGTGCCCGCCAAAAATACATGGTTAAAGGTGGCTTGT 

C TGG CGAAGAGTCC ATT AAAATATATC CCTTAATC AAGCC AGG ATCG ACAGTAATGCT AT 

TGGGGACTCCAGATGCTAACCTGATTTCTAAACCAGCCAAAAAGAATAATTTCATTGAAG 

ACCTTGCGCCTGAGCAACAAGTCCAACAATTTGCTCAATTGCCTGTTGGTTTCAAGAATA 

TGGGCAACACCTGTTATCTGAATGCTACCCTACAGGCTTTATACAGAGTGAACGATTTAA 

GGGATATGATTCTTAATTATAACCCTTCTCAAGGTGTGTCTAACAGTGGTGCACAAGATG 

AAGAGATTCACAAACAAATCGTTATTGAAATGAAGCGTTGTTTTGAAAATTTACAGAATA 

AAAGTTTCAAGAGTGTTTTGCCAATTGTGTTATTAAACACGCTAAGAAAGTGTTATCCAC 

AATTTGCTGAACGTGATTCACAAGGTGGGTTCTATAAACAGCAAGACGCTGAGGAGTTGT 

TTACACAACTATTCCATAGTATGAGTATTGTTTTTGGTGACAAATTTTCCGAAGATTTCA 

GGATTCAATTTAAAACTACCATCAAAGACACAGCTAATGATAACGATATTACTGTTAAAG 
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AAAATGAAAGCGATTCTAAATTACAATGTCATATTTCTGGTACTACAAATTTCATGAGAA 
ATGGGCTCCTGGAAGGTTTGAATGAGAAAATTGAAAAAAGATCAGACTTGACTGGCGCCA 
ATTCCATCTATAGCGTCGAAAAGAAAATATCAAGATTACCAAAGTTTTTAACTGTTCAGT 
ACGTTAGATTTTTCTGGAAAAGGTCAACCAACAAAAAATCTAAAATATTGCGTAAGGTCG 
TTTTCCCATTTCAATTAGATGTTGCAGACATGCTTACCCCAGAATACGCAGCAGAGAAGG 
TAAAAGTTCGTGACGAACTGAGAAAAGTTGAAAAGGAGAAAAATGAAAAGGAAAGAGAGA 
TCAAAAGGCGTAAATTTGACCCATCATCCAGTGAAAATGTCATGACACCAAGAGAACAAT 
ATGAGACACAAGTGGCTCTTAACGAAAGTGAAAAAGATCAATGGCTCGAAGAGTATAAGA 
AACATTTTCCTCCAAACTTGGAAAAAGGTGAAAACCCATCTTGTGTTTATAACTTGATCG 
GTGTCATTACACATCAAGGTGCCAATTCTGAGTCTGGACACTATCAAGCTTTCATAAGGG 
ACGAACTGGACGAAAATAAATGGTACAAATTTAATGATGATAAAGTTAGCGTTGTTGAAA 
AGGAAAAAATTGAATCTTTAGCCGGTGGGGGCGAAAGTGATAGTGCACTGATCTTAATGT 
ATAAAGGATTTGGTCTGTAA 

>YFR010W, 499 aa (SEQ ID NO 154) 

MSGETFEFNI RHSGKVYPITL STDATS ADLKSKAEELTQVP S ARQKYMVKGGLSGEES IK 
IYPLIKPGSTVMLLGTPDANLISKPAKKNNFIEDLAPEQQVQQFAQLPVGFKNMGNTCYL 
NATLQALYRVNDLRDMILNYNPSQGVSNSGAQDEEIHKQIVIEMKRCFENLQNKSFKSVL 
PIVLLNTLRKCYPQFAERDSQGGFYKQQDAEELFTQLFHSMSIVFGDKFSEDFRIQFKTT 
IKDTANDNDITVKENESDSKLQCHISGTTNFMRNGLLEGLNEKIEKRSDLTGANSIYSVE 
KKISRLPKFLTVQYVRFFV^RSTNKKSKILRKWFPFQLDVADMLTPEYAAEKVKVRDEL 
RKVEKEKNEKEREIKRRKFDPSSSENVMTPREQYETQVALNESEKDQWLEEYKKHFPPNL 
EKGENPSCVYNLI GVITHQGANS E SGH YQ AF IRDELDENKWYKFNDDKVS WEKEKIESL 
AGGGESDSALILMYKGFGL 

>YFR052W, 1325 bp, CDS : 501-1325 (SEQ ID NO 157) 

CAGAGACATGTTTTAATTCAAGTGATGAGGCGGAAACGTGCAAGATCCTAAATGAAGGAT 

AAAAAGAGTTCTTAAAAAGGGAAGTAAGGAATAACAGAGTAGAAAAACCGAAAAGACAAC 

TTAACAAATCGGCAACACTTTTATGGGGCCCCGCTCGCCTGTGTGCAAGTAGTATTCGAC 

CTGGAACACGCATTTACCACGAGAAGACAGCAATAGTCCGTACAACATTAATTAGTTTCG 

ACAATTGCTCGCCTTTATAAGCCATGCTAGTGCCCAATCAAACACTTTACTTGCCCTGAA 

GTTCCTTTTTTCGCTAGCCTGTAACTTAAATAAGCCATCTAACCTTTTTTTTCTAAAAAT 

TTTCTTTATTACCCTGTCGGCTTATTTTCTATTCTACACATTATTTGCCACCCATTGAAA 

TTGTAGCTTGTATTAATAGGGAAAAGCCGG AAGTATAAC CGGTGGAAAGTAC TATTGAAG 

TGAGATAAGAAGCCATCGTAATGCCCTCGTTAGCCGAATTGACCAAGTCGTTAAGCATAG 

CCTTTGAAAACGGCGATTATGCCGCGTGTGAGAAGCTCTTGCCCCCTATCAAGATCGAAC 

TTATCAAGAATAACCTTTTAATACCTGACTTATCCATTCAAAATGACATCTATTTGAATG 

ATTTGATGATTACTAAAAGGATCCTGGAAGTAGGTGCCCTTGCTAGCATCCAAACTTTCA 

ATTTTGACAGCTTCGAGAATTACTTCAACCAATTGAAGCCTTACTACTTTAGCAACAATC 

ATAAATTATCTGAATCTGACAAGAAATCGAAGCTGATAAGTCTGTATTTGTTGAACTTAT 

TGTCTCAGAATAACACAACCAAGTTTCACTCGGAATTGCAGTATCTAGATAAACATATCA 

AGAACTTGGAAGACGATTCACTTTTGTCTTACCCTATCAAACTAGACAGATGGCTCATGG 

AAGGGTCGTACCAGAAAGCATGGGATCTTCTGCAATCTGGGTCGCAGAATATATCAGAAT 

TCGACTCTTTTACCGATATCCTAAAATCAGCTATAAGAGACGAAATTGCTAAAAATACCG 

AGCTATCCTACGACTTTCTCCCTCTCTCCAACATAAAGGCTTTGCTCTTTTTCAACAACG 

AAAAAGAAACTGAAAAATTTGCACTAGAGAGAAACTGGCCTATTGTCAACTCGAAAGTTT 

ACTTCAATAACCAATCAAAGGAGAAAGCTGATTACGAAGATGAAATGATGCATGAAGAAG 

ACCAAAAGACAAACATTATCGAAAAAGCAATGGATTATGCCATAAGTATTGAAAATATTG 
TGTAA 

>YFR052W, 274 aa (SEQ ID NO 158) 

MPSLAELTKSLSIAFENGDYAACEKLLPPIKIELIKNNLLIPDLSIQNDIYLNDLMITKR 
ILEVGALASIQTFNFDSFENYFNQLKPYYFSNNHKLSESDKKSKLISLYLLNLLSQNNTT 
KFHSELQYLDKHIKNLEDDSLLSYPIKLDRWLMEGSYQKAWDLLQSGSQNISEFDSFTDI 
LKSAIRDEIAKNTELSYDFLPLSNIKALLFFNNEKETEKFALERNWPIVNSKVYFNNQSK 
EKADYEDEMMHEEDQKTNIIEKAMDYAISIENIV 
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>YGL072C, 860 bp, CDS: 501-860 (SEQ ID NO 159) 

ACTCTTTTGCTAGGGAGTTTCTGTCGCTAAGAGGTTTGTCAATGACACCGAAAAGAGGAT 

AATAGGTAATACTTTTTGTAACTGTAAAGAATATTAAATCGTTTTCACGGAATTGGCCTC 

TTCCCTATATTCTATCCGAGGTTGTGTACTGTAGCGGTTTATACTTCAACCTGTGAAAGT 

TATGTAATATGCGAATTCTGTTTCTGCTTGATAATCTGAAGAATATAGTCTCGAGCACGC 

GATGGAGCAGAAAGGGGAGAAATGAATACTGATGAGCTTAACGATGAGGAGGCCGTTTCC 

GTTTCTCTTGATTACCCTTTCATCCAACAGTCAATATAAGTACGCCAACTTGCGTTAAAA 

CGGCCAATGTGACACCAGTTCACTCGGCAAGCCCTTCTCAGGCTCTCACTAGCTCGAATA 

ACGAGAACTCTTCACGACTCATCTACTTGGCATTTTCCGGGTGCAGTTCAACCTCACTCG 

CGTGCGGCGGTGTGAGGTGCATGGGTGCCGGTATTTTTTTTAGTTCGCTCTGCGCCTTAC 

GCGATCAGCTTCGAGAACATACTATATTAAATGATTATATACGCTATTTAATGACCTTGC 

CCTGTGTACTATTTCTTAGCTCGTTTGGGCAGGCGGTGATCGTTGTACTCTGTCGGGTCC 

TGTATTTCGACTATAGCCGGTTCCGGTATTTCCTCCACAAATCTTTTCTTAGCGTTCTCG 

GGCGCCGTGTCGGCCTGGGTGGAATAACTGTGGTCATTAAAGCTTGGCAGGTTATCACTC 

ACTTTAGTGTTTTCAGTGGCGCTGAACTTTATATCGGGGGACACCCTTGTACTTCCCTCA 

CTAGTGTTATTGTCGTTTAG 

>YGL072C, 119 aa (SEQ ID NO 160) 

MGAG I F FSS LCALRDQLREHTI LNDYIRYLMTLPC VLFLSS FGQ AVI VVLCRVL YFDYSR 
FRYFLHKSFLSVLGRRVGLGGITWIKAWQVITHFSVFSGAELYIGGHPCTSLTSVIW 

>YGL080W / 893 bp, CDS: 501-893 (SEQ ID NO 161) 

GAAGAAAAAGAAGAAGGGGATGATGAGGAAGGAGAAATAGAACTTGAAATTATTAGAGTA 
AAAAGAATAAAGGGCAGGACGAAGATAAAGAAGACGCTTACTTGCTTCTCGAAAAACAAG 
AAAATTATTACCCCTCAGCACTCCAATAGTATGTGGTTACTACTAATAGTAATCTTGATT 
TTTGACCGCCTACTATCGAATTAAATATAATTTTATAACCCAGTTCTATATTGCTGGGTG 
GTATTATAGCTTCATGGCTAGTCAAATAAGTGGAGTTTTTTGCTCTGGACGTGGCCTGTA 
AAGTTCTCTTTTGCGACGGCCCCCCGCTTTAACCGAGGCGAAATGACAAGTGCTTTCTGG 
CAAAGAAGGAATAGCCACTACAACCTGCGGTCTCCACCTTTCTCCACCGATAATCTATTT 
AAACACTCACTTGCCAATCAGCAAACGTCAATACATCTACATATATACGTATAGATTTTA 
TTGCACTGTGATCAAAAAGAATGTCTCAACCGGTTCAACGCGCTGCAGCACGCTCATTCC 
TTCAAAAATACATCAATAAAGAAACTTTGAAATATATTTTCACAACACACTTCTGGGGTC 
CCGTATCAAATTTCGGTATCCCAATTGCTGCTATATATGATCTGAAAAAAGACCCTACAC 
TAATCTCTGGCCCAATGACTTTTGCTTTAGTTACCTATTCAGGTGTTTTCATGAAGTATG 
CTCTTTCAGTATCACCCAAAAACTACTTACTGTTTGGATGCCACCTTATTAATGAAACTG 
CGCAATTAGCTCAAGGCTATAGGTTTCTCAAATACACGTATTTCACAACAGATGAGGAGA 
AGAAAGCTCTAGATAAGGAATGGAAAGAGAAAGAAAAAACTGGTAAACAGTAA 

>YGL080W, 130 aa (SEQ ID NO 162) 

MSQPVQRAAARSFLQKYINKETLKYIFTTHFWGPVSNFGIPIAAIYDLKKDPTLISGPMT 
FALVTYSGVFMKYALSVSPKNYLLFGCHLINETAQLAQGYRFLKYTYFTTDEEKKALDKE 
WKEKEKTGKQ 

>YGR008C / 755 bp, CDS: 501-755 (SEQ ID NO 165) 

CGCAATAGTTATGAACTTAACCGAGCTCAAATAATTTAAAGATAAAAGATAAAAGATAAA 
AGATAAAAGACAAAAGAAAATTCATAGCCCATGTTGAAGTATCCCAGCGGGAAATGTTGC 
TATCCAACAGAAAGTACCAAGCCAGTTTCAAAAAGGTACAGAATTAAGTGATGCTATCCG 
TCCCACAACTAATTTTCTCCAGCGGAGGAAATATACGCGGAGGGGGGGAGGAAAACCTCT 
CAGTAAGCAATGAAGGGATAGATAATGGGGGCGCGCCTGCCTAGCTTAGGCTAAGAAACT 
CCTTCGAAAACAGGGGGCTGCGAGCGCAGAAGCGAACACTTGTCATTTGTATAAAAGGAC 
TATTTATAAGTTTGCTTTTTGTCACTCTCTTGGCCCTAATTACCCATACTATTGTAACAA 
TTGTTGTGTAAACTCAATTATACAAATAAACGAACAATCAACAGTAACAAACCGCTCAAG 
TGTACAACCAATCAGAAAAAATGACGAGAACAAACAAGTGGACCGAACGTGAAGGAAAGG 
CTGATCCAAAGTACTTTTCGCACACTGGTAACTACGGTGAATCTCCAAATCACATCAAGA 
AGCAAGGTTCCGGCAAGGGTAATTGGGGTAAGCCAGGCGATGAGATTGATGACTTAATTG 
ATAATGGTGAAATACCCCCAGTGTTCAAGAAAGATAGAAGAGGCTCAAATTTGCAATCGC 
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ATGAACAAAAGTTTGAAAACGTCCAAAAGGAATGA 
>YGR008C, 84 aa (SEQ ID NO 166) 

MTRTNKWTEREGKADPKYFSHTGNYGESPNHIKKQGSGKGNWGKPGDEIDDLIDNGEIPP 
VFKKDRRGSNLQSHEQKFENVQKE 

>YGR023W, 2156 bp, CDS: 501-2156 {SEQ ID NO 167) 

TTAGATCATGGCTAGGGGGATCTGGAAGTACAATGATGTGCTCTCCCCCTCTCAAACACA 

ACACCAGGATGAACTAAGGGCTCATCTCGAAAGTCGAAGGTGCCTCATTCAGGTTATTAG 

TGGTGCCTGTTGTGTCTTCCATGAACAAGGAGCACTTAATTACTTGTTGTTGCATGAGAT 

ATCATrTTTTTTTTTCCCTCTTTCTTGGGGTCTTGACAGTCATCAAATCGAAGTTTTTAG 

TTTTTCTTCTTCGGGAAGATCAATTTTAGGTAGAAAAGTGTAGATGAAAAACGAAGGATA 

CTGCTATTTACTGTAAGTACTCTTCGGTCCATATTGGAAGACCAAGGCATAATAAGGATA 

TATTCCGAGGAGATAATTGGGATATAATCCTCCATTGCTTCCGAAATTTGTTTAAACACT 

TCTAGTTCATTTCGGGTTGGTTCGATCTTCGTTTCCACTTTTAACTTACTCCCAGTTAGT 

ATAATATAAGTAGTTAAGGTATGGCAAGCTGCAATCCGACCAGGAAGAAGAGCTCTGCTT 

CAAGCCTATCTATGTGGAGAACGATTCTCATGGCGTTAACAACACTACCGCTAAGTGTTC 

TTTCGCAGGAGTTGGTTCCAGCTAATAGCACAACATCGAGCACAGCTCCTTCCATCACTT 

CGCTTTCCGCAGTTGAGTCATTTACGTCCAGTACCGATGCAACGAGCAGCGCAAGTTTAT 

CAACGCCGAGTATAGCTTCAGTATCCTTTACTTCCTTCCCACAAAGTTCTTCACTGCTTA 

CTCTTTCGTCAACATTATCCTCAGAACTTTCCTCTTCGTCCATGCAAGTTTCGTCGTCTT 

CAACATCGTCGTCTTCTTCGGAGGTTACGTCATCATCGTCATCATCATCAATATCTCCTT 

CCTCTTCATCATCAACAATAATATCATCGTCATCATCACTGCCGACATTCACTGTGGCAT 

CAACATCTTCGACAGTTGCCTCCTCCAGACTTTCCACTAGCTCATCGTTGGTTATCTCTA 

CGTCTTCGTCAACGTTTACGTTTAGTTCGGAAAGTTCAAGCTCTTTGATTTCCTCTTCAA 

TTTCAACATCCGTTTCGACTTCTTCAGTGTACGTTCCCTCCTCTTCAACTTCATCTCCAC 

CTTCGTCCTCATCCGAATTGACATCATCCTCGTACTCATCATCCTCATCCTCATCCACCC 

TCTTTTCCTACTCCTCCTCATTTTC ATC ATC CTC ATCCTCATC ATCCTCATC ATC ATC CT 

CATCCTCATCATCATCATCATCATCATCATCATATTTCACCCTCTCCACATCTTCCTCTT 

CATCCATATACTCGTCTTCGTCATATCCTTCATTTTCATCTTCATCTTCCTCAAACCCTA 

CCTCATCAATCACTTCTACATCCGCCTCATCTTCTATTACTCCCGCTTCCGAATATTCCA 

ATTTGGCAAAAACCATAACTAGTATAATAGAAGGCCAGACCATCCTCTCTAACTACTATA 

CCACAATAACGTATTCACCGACAGCATCCGCATCTTCAGGAAAAAATTCACATCACTCAG 

GCTTATCAAAAAAGAATCGTAATATTATCATCGGTTGTGTGGTTGGCATAGGTGCCCCCC 

TCATCCTAATTCTACTAATATTGATTTACATGTTTTGTGTTCAGCCTAAAAAAACGGATT 

TCATTGACTCTGACGGTAAAATTGTCACAGCTTATCGTAGTAACATTTTCACCAAAATAT 

GGTATTTCTTGCTGGGTAAAAAAATTGGTGAAACAGAAAGATTCAGCTCAGATTCCCCCA 

TCGGCAGCAATAATATTCAGAATTTTGGTGATATCGATCCAGAAGATATACTTAACAATG 

ACAACCCCTACACCCCTAAACACACTAATGTTGAAGGCTACGACGACGACGACGACGACG 

ACGCTAATGATGAAAACCTATCATCCAACTTCCATAACAGAGGCATAGATGATCAATACT 

CACCTACTAAATCTGCATCATATTCAATGTCGAATAGTAATAGTCAAGATTACAACGACG 

CAGATGAAGTAATGCACGATGAAAACATTCATCGTGTTTATGATGACAGCGAAGCTAGCA 

TCGACGAGAACTATTACACGAAACCAAACAACGGCTTAAATATCACGAACTATTAA 

>YGR023W / 551 aa (SEQ ID NO 168) 

MASCNPTRKKSSASSLSMWRTILMALTTLPLSVLSQELVPANSTTSSTAPSITSLSAVES 
FTSSTDATSSASLSTPSIASVSFTSFPQSSSLLTLSSTLSSELSSSSMQVSSSSTSSSSS 
EVTSSSSSSSISPSSSSSTIISSSSSLPTFTVASTSSTVASSTLSTSSSLVISTSSSTFT 
FSSESSSSLISSSISTSVSTSSVYVPSSSTSSPPSSSSELTSSSYSSSSSSSTLFSYSSS 
FSSSSSSSSSSSSSSSSSSSSSSSYFTLSTSSSSSIYSSSSYPSFSSSSSSNPTSSITST 
SASSSITPASEYSNLAKTITSIIEGQTILSNYYTTITYSPTASASSGKNSHHSGLSKKNR 
NIIIGCWGIGAPLILILLILIYMFCVQPKKTDFIDSDGKIVTAYRSNIFTKIWYFLLGK 
KIGETERFSSDSPIGSNNIQNFGDIDPEDILNNDNPYTPKHTNVEGYDDDDDDDANDENL 
SSNFHNRGIDDQYSPTKSASYSMSNSNSQDYNDADEVMHDENIHRVYDDSEASIDENYYT 
KPNNGLNITNY 
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>YGR034W, 1244 bp, exonl : 501-525, intronl: 526-879, exon2 : 
880-1244 (SEQ ID NO 169) 

TATAAAAAAAATTCTTGTAGACAATAAAATAAGAAATGCCCATTTTGTAACTTAGCGAAA 
GATGCCCAGTACATCCCTTTTACACCCGTGCATTAAAGGTGTTTGGGTTTAATAGGAGCT 
TTATCATATCTCTTTGATTTTTTTTCTGCTGTCCTCGGCTTGAGGGACTCACAGAGATCT 
GGAAATTTTCAGATTGTCAGTGCTTAGGATGGGTTGTCAGTAGACGGTGGCCGCCGTGGA 
TGGGAAATCTCATACGTTTACACACATAGTGTTTGGAAATTAATAGTAGCAATAGCTATC 
TGGCTACTGTTTTAAAGTATTAGCCCGTTCTCAGTGCTTCTTTTTTAAGGAATAACAACG 
GCAAGACCAAAGATATATCAAATATGGCTAAGCAATCTCTAGGTATGTTTGGAGGATACG 
AATAACGATAGAAAACATGAGTGAATTTCCGTCCACGAAAAAATGTTAACATAAAATGCA 
AGAGAACAATTAATCGAATAATGTTAAATTATTGTAAAACAATGTGTATGATGAGGAGGA 
ATGTACCTAAGCCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAGAAACAGCTTTTGCAT 
ATTCAATCCAGGCATAGGGCGACTATTTAGCACTCAACGATTTTTAAGCTTGTGTATTGC 
TGACATAAATTCCGGCTTTAGAATCCAATATTGAAAAACGTGAGTACGCAGAGGAGATAG 
AAGAAAAGTAGGAAGTTACCGTTTATATTGATTTGTGAAATGCATACTCCGTTGGATGTG 
GGGCAACATAGATTTAAGTGTGGATGAAAATTATGTGCTCATTGTGAAAAAAAAGTTTTG 
CTTTTACTAACAAATTTTTTTATTATTTGTTTTCAATAGACGTTTCCTCTGACAGAAGAA 
AGGCCAGAAAGGCTTATTTCACTGCTCCATCCTCTGAACGTCGTGTTTTGTTATCTGCTC 
CATTATCCAAGGAATTGAGAGCTCAATATGGTATCAAGGCTTTGCCAATCAGAAGAGACG 
ATGAAGTCTTGGTTGTTCGTGGTTCCAAGAAGGGTCAAGAAGGTAAGATTTCATCTGTTT 
ACAGATTGAAGTTTGCTGTTCAAGTTGACAAGGTCACCAAGGAAAAGGTCAACGGTGCTT 
C CGTTCC AATTAACTTGC ACCC ATCC AAGCTTGTTATCACTAAGTTAC AC TTGGAC AAGG 
ACAGAAAGGCTTTGATCCAAAGAAAGGGTGGTAAATTGGAATAA 

>YGR034W, 129 aa (SEQ ID NO 170) 
MOTCCKTMWSSDRIUCARKAYFTAPSS 

VRGSKKGQEGKISSWRLKFAVQVDKVTKEKVNGASVPINLHPSKLVITKLHLDKDRKAL 
IQRKGGKLE 

>YGR069W, 836 bp, CDS: 501-836 (SEQ ID NO 171) 

TTCGAATTATTTTGTTGAAAACAGGGCTCGAAAGTGATCTCTTGCTTAGAAATATTGCGT 
TGCCGCTGGTGTCCATATCTTGGTTGCTTGTACTGCGACCGCTACTACTGTTATGTTGAT 
TTTCCGC ATTTTCCCC ACCGACTAAAAC ATCCCC TTTTGAAGAAAC CAATAAGTTGTCCC 
AATAGCATTCGAAAATCTTACGCTTTTCCTTAACTAGACTTGCCAAACTACTGCTATTCT 
TCTTATATCGGCCAACTTGCAAAAACTCCAATTTGAATCTTCCTACCAATCTCAGCGAAA 
TTTTCTTCACTACGATCTCATTTTTCACTGAAATCACTAAGTTTCCTGATAAAGGTATAG 
ACGACAGTTCCAACGGTGACCCTTGGATCAAAATTATGTCCTTGTACGGGGAGTTTATTC 
TAATATCAAAATAACTTATTCTCTCTCTTTCCTTCTGCTCTGAATGCCCACCGCTGCTAG 
ATAGCGAACTAAGTGAAAACATGGTCTTGCTTCACCCTATTCTCGCCGAGAGCTGTACAA 
GATATTTTTTACTTTTGCCATCTTATACTCATCCTAATCATCTGTTTCATTTTCCTTCTA 
TTTCTTTTTTTTTTTTTTTTTTTTTTTTTTTTTTCAGTTTTCGAAGAAACTGCCTTTTTA 
GAATTGTAAAAGACGAAGTGAAGTATTCAGGAGTATATTATTACATACATACAAAGCAAG 
ACAAAGAAACATTTTTAGATCTAACATTTTACTTCAATTGTTTTTGTATTCCTTATAATA 
AGAAAGACCTGCTGTTTAATGTGGGAGTAATCCGTCCCCTACTCGATCTTCAATAA 

>YGR069W, 111 aa (SEQ ID NO 172) 

MVLLHPILAESCTRYFLLLPSYTHPNHLFHFPSISFFFFFFFFFFSFRRNCLFRIVKDEV 
KYSGVYYYIHTKQDKETFLDLTFYFNCFCIPYNKKDLLFNVGVIRPLLDLQ 

>YGR070W, 3968 bp, CDS: 501-3968 (SEQ ID NO 173) 

AAGAAACATTTTTAGATCTAACATTTTACTTCAATTGTTTTTGTATTCCTTATAATAAGA 

AAGACCTGCTGTTTAATGTGGGAGTAATCCGTCCCCTACTCGATCTTCAATAAATTGTCA 

TCTTGTATCTAAAGGAGCGCTCCAGTACTCCAATTAAGCACCACCTAGTGCGTCTAGTGT 

CGATTTTTTTTTCACGCATACGTTTGTATGTTTCTTAAATTTCCCATGATTTTTTGTTGC 

CAATGTCATATCTACAAACTCTATACGAAAGTAAACGCACTTCATCTTTTTTGCCCTAAA 

ACGGCAATATTTAGACATATCATAAGGGGCCCAAGGGAGAATCGTTAATTTTAAACTTTT 
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CTTTGCTCTTGAATGAAAAAGTAAATAAATAAAACTAAATCAAAAAAAAGAACGCCACGT 
TTGAATTTTAAAGCAAAAATTTTGTTGATTTAGTAATGATATAAATAAAACCAAGTCGTT 
GGTAAGAATTTGGTTAGGTTATGAATAGTAATGAACTGGATCTAAGAAATAAATATTTTT 
ATGAGATATTCGGTAAGAAAAGAAAATCAGATACTTCAACCCCTACTCAGTTGTTCTCCG 
GCTCCAAAGTTCAGACAAACATCAATGAAATTTCTATCACTAACGATGAGGATGAAGATA 
GTACTGAAGATGAAAATAAGGCTTCATTGAAGGATTATACACTAGGGCACGACACCGGTG 
CACGGTATAGGATAGCACCGGACTGTTCTTCCCACCAATTAAAGGCATCTCCTGTCCTAC 
ATATTTCAACAAACCTTAATTCAAGTCCACAATCCTTCACAGGCGATCAGATTTCACCTA 
CTAATAAAAAAATTTCAATAAATGATTCGACCAGACAAGATAAAGGTAACAGTTGCACTA 
CCACTTCATCACCTTCTCAAAAAAGATCGAATGTTTTGCTTCCTCACGTAAGAAAACATT 
CATCTCCTTCACTATTATCATTTTCCAAAAACAGTGGCAGTCATATGGGGGATCCAAACC 
AGCTATCTACGCCTCCAACTCCCAAAAGTGCAGGTCACACGATGGAGTTACACAGTTCAT 
TCAATGGAAAACATAGTTCTTCTAGCACCTCTTCTTTATTTGCATTAGAGTCACTGAAAA 
CCCAAAATAGACGCTCATCAAACTCTTCCAATCATTCTAGTCAATATCGACGCCATACTA 
ATCAACACCAACGTCATCATTCAAGGTCCAAATCAAGTCCTGTCTCTCTGACGGAAATAT 
CCATGATCAAAGGCACGCCTTTGGTTTATCCTGCACTTTTATCACTAATAGCAATTAAAT 
TCAAACAGACCATCAAATTGAGCACGCATAAAAAGATGGGGTTACTTTACAGAGATTCCT 
TTAC AGGAAAACAAGC AATTGATACTTTATGC TTGATC ATAGGAAGC TTAGATCGTAATT 
TGGGCATGTTGATCGGAAAATCGCTGGAAGCTCAAAAATTGTTCCATGACGTACTTTATG 
ACCATGGCGTAAGAGATTCTGTACTGGAGATTTACGAGTTATCTTCAGAATCAATTTTTA 
TGGCACATCAGTCGCAGAGTTCTACTTCAATTGCCAACACATTTTCTTCATCATCTTCTT 
CAGTTAATTCGCTCCGTACTAAAACTGAAATATATGGTGTTTTTGTCCCATTGACACATT 
GTTATTCCTCTACATGCTCTCTGGAAAAACTTTGCTACTCTATTTCTTGCCCCAATCGTT 
TGCAACAACAGGCTAATTTACATTTAAAATTAGGTGGTGGTCTTAAGAGAAATATTTCGT 
TAGCACTCGATAAGGAGGATGATGAACGAATTTCCTGGACAAATTCTGTACCAAAGAGCG 
TATGGGAATCATTATCCAAACAACAAATCAAAAGGCAGGAGGCAATATATGAGTTGTTTA 
CTACAGAAAAGAAGTTTGTAAAATCTTTGGAAATCATCCGAGATACTTTCATGAAGAAAT 
TATTAGAAACGAATATTATTCCATCTGATGTAAGGATAAATTTTGTAAAGCACGTTTTCG 
CACATATCAATGAAATATATTCTGTCAATAGAGAATTTTTGAAGGCTTTAGCACAAAGGC 
AATCATTAAGCCCAATTTGTCCTGGAATTGCAGATATATTTTTGCAGTATCTTCCTTTCT 
TTGATCCTTTTCTGTCATACATAGCATCAAGACCATACGCAAAGTATCTAATTGAAACCC 
AAAGATCAGTTAATCCCAATTTTGCTCGTTTTGACGATGAAGTGTCTAATTCTTCCCTGA 
GGCATGGGATCGATTCATTCCTATCTCAGGGTGTTTCAAGACCTGGTAGATATTCACTGT 
TGGTAAGAGAAATAATACACTTCTCGGACCCAGTAACAGACAAAGATGATCTACAAATGC 
TAATGAAAGTCCAAGATCTTTTAAAGGATCTAATGAAAAGGATTGATAGAGCAAGCGGTG 
CAGCACAAGATCGTTATGACGTTAAAGTGTTAAAGCAGAAAATTCTATTCAAAAATGAAT 
ACGTTAATCTGGGTTTGAATAACGAAAAAAGGAAAATCAAGCATGAAGGTTTACTCTCAA 
GGAAGGACGTGAACAAAACAGATGCGTCCTTTTCAGGAGACATTCAATTTTACCTACTCG 
ACAATATGCTATTATTCTTGAAATCAAAAGCTGTAAACAAGTGGCACCAACACACTGTAT 
TTCAGAGACCAATTCCACTCCCTTTACTGTTTATTTGTCCGGCTGAGGATATGCCACCCA 
TAAAAAGATATGTGACAGAAAACCCAAATTGCTCAGCGGGTGTGCTCTTACCCCAATATC 
AAACGAGCAATCCCAAGAATGCTATTGTATTCGCCTATTACGGTACGAAACAACAATATC 
AAGTTACTTTGTACGCGCCGCAGCCGGCCGGATTACAGACATTAATAGAAAAGGTGAAAC 
AAGAGCAAAAAAGGCTCCTTGATGAAACTAAACATATTACTTTTAAGCAAATGGTAGGTC 
AATTCTTTCACTCATACATAAATACTAATCGCGTCAACGATGTCCTAATCTGTCATGCTG 
GTAAAATTTTATTGGTTGCAACAAATATGGGACTCTTTGTTCTTAATTATGCTACATCGA 
TCAATCAAAAACCAGTGCACCTTCTGCACAAAATATCAATTTCACAGATCTCTGTATTGG 
AAGAATATAAAGTTATGATTCTTCTAATTGACAAAAAACTGTACGGCTGTCCTTTAGACG 
TAATCGACGATGCAGAAAATGCAGATTTTCTTTTCAGAAAAAATTCTAAAGTGTTATTTA 
AATATGTTGCAATGTTCAAAGACGGTTTCTGTAATGGTAAAAGAATCATTATGATTGCAC 
ATCATTTTTTGCACGCCGCACAATTATTGATTGTTAATCCTTTGATATTTGATTTTAATA 
GCGGTAATTTTAAAAAAAACCTAAAGGCAGGCTTGGTAGATTTTAGCGTTGATTCTGAAC 
CTCTGTCCTTTTCTTTTTTGGAGAATAAGATCTGCATTGGTTGTAAAAAAAATATCAAAA 
TATTAAACGTACCGGAAGTGTGTGATAAAAATGGATTTAAAATGAGGGAGCTTTTAAATC 
TACATGATAACAAAGTTTTAGCGAACATGTATAAAGAGACGTTCAAAGTAGTTTCCATGT 
TTCCGATAAAAAATTCAACTTTTGCATGTTTTCCAGAACTCTGCTTTTTTCTCAATAAGC 
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AAGGGAAGAGGGAGGAGACAAAGGGATGTTTTCATTGGGAGGGGGAACCAGAACAGTTCG 
CGTGTTCCTACCCTTATATTGTGGCAATTAATAGTAACTTTATTGAAATTAGACATATAG 
AAAATGGAGAACTTGTCCGCTGTGTACTTGGAAACAAGATACGTATGTTAAAATCATATG 
CCAAGAAGATCTTATATTGTTATGAGGATCCTCAAGGATTTGAAATTATCGAACTGTTAA 
ATTTTTGA 

>YGR070W, 1155 aa (SEQ ID NO 174) 

MNSNELDLRNKYFYEIFGKKRKSDTSTPTQLFSGSKVQTNINEISITNDEDEDSTEDENK 
ASLKDYTLGHDTGARYRIAPDCSSHQLKASPVLHISTNLNSSPQSFTGDQISPTNKKISI 
NDSTRQDKGNSCTTTSSPSQKRSNVLLPHVRKHSSPSLLSFSKNSGSHMGDPNQLSTPPT 
PKSAGHTMELHSSFNGKHSSSSTSSLFALESLKTQNRRSSNSSNHSSQYRRHTNQHQRHH 
SRSKSSPVSLTEISMIKGTPLVYPALLSLIAIKFKQTIKLSTHKKMGLLYRDSFTGKQAI 
OTLCLIIGSLDRNLGMLIGKSLEAQKLFHDVLYDHGVRDSVLEIYELSSESIFMAHQSQS 
STSIANTFSSSSSSVNSLRTKTEIYGVFVPLTHCYSSTCSLEKLCYSISCPNRLQQQANL 
HLKLGGGLKRNISLALDKEDDERISWTNSVPKSVWESLSKQQIKRQEAIYELFTTEKKFV 
KSLEI IRDTFMKKLLETNI I PSDVRINFVKHVFAHINEI YSVNREFLKALAQRQSLS P IC 
PGIADIFLQYLPFFDPFLSYIASRPYAKYLIETQRSVNPNFARFDDEVSNSSLRHGIDSF 
LSQGVSRPGRYSLLVREIIHFSDPVTDKDDLQMLMKVQDLLKDLMKRIDRASGAAQDRYD 
VKVLKQKILFKNEYVNLGI^EKRKIKHEGLLSRKDVNKTDASFSGDIQFYLLDNMLLFL 
KSKAVNKWHQHTVFQRPIPLPLLFICPAEDMPPIKRYVTENPNCSAGVLLPQYQTSNPKN 
AIVFAYYGTKQQYQVTLYAPQPAGLQTLIEKVKQEQKRLLDETKHITFKQMVGQFFHSYI 
NTNRVNDVLICHAGKILLVATNMGLFVLNYATSINQKPVHLLHKISISQISVLEEYKVMI 
LLIDKKLYGCPLDVIDDAENADFLFRKNSKVLFKYVAMFKDGFCNGKRIIMIAHHFLHAA 
QLLIVNPLIFDFNSGNFKKNLKAGLVDFSVDSEPLSFSFLENKICIGCKKNIKILNVPEV 
CDKNGFKMRELLNLHDNKVLANMYKETFKVVSMFPIKNSTFACFPELCFFLNKQGKREET 
KGCFHWEGEPEQF AC SYP YI VAINSNFI EI RHI ENGELVRC VLGNKIRMLKS YAKKI L YC 
YEDPQGFEIIELLNF 

>YGR132C, 1364 bp, CDS: 501-1364 (SEQ ID NO 177) 

CATACATGTATCAGACGTATAGCTCCTACGATTCTCAAGAATCCAGAAGTTTGGCATATT 

ATGTATAAAGGCGATGATTATGTATATTTTATGTTGTCTCCAGTAAGTGGCAGCATAACC 

CGGCCAGTCTGCGCTGCATGCTGTGAAGCAGTAATATGCGATATATACCACATATATTCC 

GCTTCCGTTCAGGATTTCGAAAAGAGAAACTTCAGTGAATGACTATGACTACATAGTTGG 

AGTCTTAGACCATTGCAAATGAGTTATTCAAGTATGAGAGATCAACACTGATGAGAATAA 

ACTCGTCTTCATGATGATACGGGTAACGCGAATGTATCGCATCAATAAATTTCAGGGAAA 

GGGAGTTTGACGATCTCATGGATGCAACGGTTGAGGTATATAATATTAAGCAGAAAGAAG 

AGGAAAAAAAATAAATCGGTAAACCAACCATCAACGGTACGAAACTTACATTCAAAATCA 

ATAATTTACTTTAGAAAAGAATGTCTAATTCTGCCAAACTTATCGATGTCATCACCAAGG 

TGGCGTTGCCCATTGGTATAATTGCTAGCGGGATTCAGTACTCCATGTATGATGTGAAGG 

GTGGTTCTCGTGGTGTTATTTTCGACAGAATCAATGGTGTAAAGCAACAGGTTGTGGGTG 

AAGGCACTCATTTCTTGGTGCCTTGGCTACAGAAGGCGATCATATACGATGTGAGGACGA 

AACCAAAGAGCATTGCTACCAATACTGGTACGAAGGATTTGCAAATGGTGTCATTGACCT 

TGAGAGTCTTACATAGACCAGAGGTCTTACAGCTACCCGCAATATACCAAAATTTGGGTC 

TCGATTACGACGAAAGAGTGTTACCATCTATCGGCAATGAGGTTTTAAAGTCTATAGTAG 

CTCAATTTGATGCTGCTGAGTTAATTACTCAGAGAGAAATTATTTCTCAAAAAATCAGAA 

AAGAGCTTTCTACGAGGGCCAACGAATTCGGTATTAAGTTGGAAGATGTCTCTATCACTC 

ATATGACGTTTGGTCCCGAATTCACGAAAGCAGTTGAGCAGAAGCAGATTGCACAGCAAG 

ATGCCGAAAGAGCCAAATTCCTTGTCGAAAAGGCAGAGCAAGAGAGACAAGCTTCTGTTA 

TCAGAGCTGAAGGTGAAGCAGAAAGTGCTGAATTCATTTCAAAAGCCTTAGCTAAAGTTG 

GTGATGGTCTGTTATTGATTAGAAGATTAGAAGCTTCTAAGGACATCGCTCAAACATTAG 

CAAACTCATCTAACGTTGTCTATTTACCAAGTCAACATTCTGGTGGTGGTAACAGCGAGT 

CTTCGGGATCACCAAATTCCTTGCTTTTGAACATTGGCCGTTAA 

>YGR132C, 287 aa (SEQ ID NO 178) 

MSNSAKLIDVITKVALPIGIIASGIQYSMYDVKGGSRGVIFDRINGVKQQWGEGTHFLV 
PWLQKAIIYDVRTKPKSIATNTGTKDLQMVSLTLRVLHRPEVLQLPAIYQNLGLDYDERV 
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LPS IGNEVLKS I VAQFDAAELITQREI I SQKIRKELSTRANEFGI KLEDVS ITHMTFGPE 
FTKAVEQKQI AQQDAERAKFLVEKAEQERQASVIRAEGEAESAEF I SKALAKVGDGLLLI 
RRLEASKDIAQTLANSSNWYLPSQHSGGGNSESSGSPNSLLLNIGR 

>YGR135W / 1277 bp f CDS: 501-1277 (SEQ ID NO 179) 

TTCTGAACTGAATCTGAAATTGTTAAACCTGTTTCCCTCAAAGCCTGCAAACAAAGACGA 

TAGTTCCCCTATTAACACGTTGCGTAGTTTTATCGCTGATTACTCCTTCGACACCCAGGT 

GAACCCTCCAGGAAGAAGGGTGGTGTTCTACGATGGTAAGATTTTGCCATTGCCCAAAGC 

CGATAAGCCTATCCCACTTCATGAATATATAACACTCGCAGAGCTCGATGTTGGAGACAG 

TGAGTGAGCAGTGAATTGCTCATGTTTTCTCTGCATCCTCATTTAATGACAATTAGCCAT 

GTAATAACATCTTGAGGCAGTTAAATATTCGTTACCCTGCAGGTGGCAAAAAATTTATAG 

AATAAAAGCATAAAAAGATGGATATCTATGTAATAAGGAAACATTGGCAGAGCGAAGAGA 

ACAGACTGCTTTCTATAAAAAGTTTTCGATCAGTCTCTATTTTAATAATTGATTATTGGA 

TATAGTTAGTAGTGTTAAACATGGGTTCCAGAAGATACGATTCCAGGACAACAATTTTCT 

CCCCTGAGGGACGTCTATATCAGGTTGAATACGCGCTAGAATCCATTTCACATGCAGGTA 

CCGCAATTGGGATTATGGCATCTGATGGGATTGTTCTTGCAGCAGAACGCAAAGTCACAA 

GTACTTTACTAGAACAAGACACCTCTACCGAAAAACTTTATAAGTTAAACGATAAAATTG 

CGGTTGCCGTTGCTGGACTGACTGCAGATGCAGAAATTCTAATAAATACGGCTAGAATTC 

ACGCTCAAAATTACCTTAAAACCTATAATGAAGATATACCAGTAGAAATTTTGGTGAGAA 

GGCTAAGTGATATAAAACAAGGTTACACGCAACATGGTGGTTTAAGACCATTTGGTGTGT 

CCTTTATCTACGCCGGTTATGACGATAGATACGGTTACCAATTGTATACATCTAATCCAT 

CGGGAAACTATACAGGGTGGAAGGCTATTAGTGTTGGCGCTAACACATCAGCAGCACAAA 

CCCTACTTC7WU\TGGACTACAAGGATGATATGAAAGTCGATGATGCCATTGAACTGGCTT 

TAAAAACGTT ATC C AAAAC TACCGACAGT AGCGCGCTGACTTATG ACAGGTTGGAATTTG 

CTACTATCAGAAAGGGTGCTAATGACGGAGAAGTGTATCAGAAGATTTTCAAGCCTCAAG 

AGATAAAGGATATATTGGTAAAGACTGGTATTACCAAGAAGGATGAAGACGAAGAAGCTG 

ATGAAGATATGAAATAA 

>YGR135W, 258 aa (SEQ ID NO 180) 

MGSRRYDSRTTIFSPEGRLYQVEYALESISHAGTAIGIMASDGIVLAAERKVTSTLLEQD 
TSTEKLYKLNDKIAVAVAGLTADAEILINTARIHAQNYLKTYNEDIPVEILVRRLSDIKQ 
GYTQHGGLRPFGV S F I Y AGYDDRYG YQL YT SNP SGNYTGWKAI SVGANT SAAQTL LQMD Y 
KDDMKVDDAIELALKTLSKTTDSSALTYDRLEFATIRKGANDGEVYQKIFKPQEIKDILV 
KTGITKKDEDEEADEDMK 

>YGR155W, 2024 bp, CDS: 501-2024 (SEQ ID NO 181) 

GTGTTCTCATCCGACCCTCTGATTCATTTGGTGGCCATTACATTTTCCCTCAATGACACA 

TTCCCCTATTTCATAACTGATTAAAATGGTAATGGCACGTGATAGTAGTGGCTCACAAAA 

CAAAATTTTCTTTCTCAGCGCTGACAAAGCTTCATTTGCATTCTAACCTTATCACAACAA 

CTTCAACTTCACCCAAGTAAGGATAATCAGCTCTGTCGTGACTGATAAATGCTATATCCG 

GCATATGCAGTCCACACGGCATTACCGTTTCACTAATTTATTGCCATCTTCCTCCACAGT 

TTTGCACCGAAAGGAAAAAAAGAAACCAACACCGAAAATTTTTTTCTCCTAAAGGTTAAA 

GTAAACGCAAGGCACTTCACCAGGCTTGTATATATAAATGTCGTGATGCTTCTATGCCAA 

AGTAAAAGGCAACACTTGAAGATTTCGTTGTAGGCCACTTGCTCAAAGGACATCTAGATA 

AATACG AC GTAAGAATAAAAATGACTAAATC TG AGC AGC AAGCCGATTC AAG ACATAACG 

TTATCGACTTAGTTGGTAACACCCCATTGATCGCACTGAAAAAATTGCCTAAGGCTTTGG 

GTATCAAACCACAAATTTATGCTAAGCTGGAACTATACAATCCAGGTGGTTCCATCAAAG 

ACAGAATTGCCAAGTCTATGGTGGAAGAAGCTGAAGCTTCCGGTAGAATTCATCCTTCCA 

GATCTACTCTGATCGAACCTACTTCTGGTAACACCGGTATCGGTCTAGCTTTAATCGGCG 

CCATCAAAGGTTACAGAACTATCATCACCTTGCCGGAAAAAATGTCTAACGAGAAAGTTT 

CTGTCCT/^AAGGCTCTGGGTGCTGAAATCATCAGAACTCCAACTGCTGCTGCCTGGGATT 

CTCCAGAATCACATATTGGTGTTGCTAAGAAGTTGGAAAAAGAGATTCCTGGTGCTGTTA 

TACTTGACCAATATAACAATATGATGAACCCAGAAGCTCATTACTTTGGTACTGGTCGCG 

AAATCCAAAGACAGCTAGAAGACTTGAATTTATTTGATAATCTACGCGCTGTTGTTGCTG 

GTGCTGGTACTGGTGGGACTATTAGCGGTATTTCCAAGTACTTGAAAGAACAGAATGATA 

AGATCCAAATCGTTGGTGCTGACCCATTCGGTTCAATTTTAGCCCAACCTGAAAACTTGA 
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ATAAGACTGATATCACTGACTACAAAGTTGAGGGTATTGGTTATGATTTTGTTCCTCAGG 
TTTTGGACAGAAAATTAATTGATGTTTGGTATAAGACAGACGACAAGCCTTCTTTCAAAT 
ACGCCAGACAATTGATTTCTAACGAAGGTGTCTTGGTGGGTGGTTCTTCCGGTTCTGCCT 
TCACTGCGGTTGTGAAATACTGTGAAGACCACCCTGAACTGACTGAAGATGATGTCATTG 
TTGCCATATTCCCAGATTCCATCAGGTCGTACCTAACCAAATTCGTCGATGACGAATGGT 
TGAAAAAGAACAATTTGTGGGATGATGACGTGTTGGCCCGTTTTGACTCTTCAAAGCTGG 
AGGCTTCGACGACAAAATACGCTGATGTGTTTGGTAACGCTACTGTAAAGGATCTTCACT 
TGAAACCGGTTGTTTCCGTTAAGGAAACCGCTAAGGTCACTGATGTTATCAAGATATTAA 
AAGACAATGGCTTTGACCAATTGCCTGTGTTGACTGAAGACGGCAAGTTGTCTGGTTTAG 
TTACTCTCTCTGAGCTTCTAAGAAAACTATCAATCAATAATTCAAACAACGACAACACTA 
TAAAGGGTAAATACTTGGACTTCAAGAAATTAAACAATTTCAATGATGTTTCCTCTTACA 
ACGAAAATAAATCCGGTAAGAAGAAGTTTATTAAATTCGATGAAAACTCAAAGCTATCTG 
ACTTGAATCGTTTCTTTGAAAAAAACTCATCTGCCGTTATCACTGATGGCTTGAAACCAA 
TCCATATCGTTACTAAGATGGATTTACTGAGCTACTTAGCATAA 

>YGR155W, 507 aa (SEQ ID NO 182) 

MTKSEQQADSRHWIDLVGNTPLIALKKLPKALGIKPQIYAKLELYNPGGSIKDRIAKSM 
VEEAEASGRIHPSRSTLIEPTSGNTGIGLALIGAIKGYRTIITLPEKMSNEKVSVLKALG 
AEIIRTPTAAAV^SPESHIGVAKKLEKEIPGAVILDQYNNMMNPEAHYFGTGREIQRQLE 
DLNLFDNLRAWAGAGTGGTI SGI SKYLKEQNDKIQIVGADPFGS ILAQPENLNKTDITD 
YKVEGIGYDFVPQVLDRKLIDVWYKTDDKPSFKYARQLISNEGVLVGGSSGSAFTAVVKY 
CEDHPELTEDDVIVAIFPDSIRSYLTKFVDDEWLKKNNLWDDDVLARFDSSKLEASTTKY 
ADVFGNATVKDLHLKP WS VKETAKVTDVI KI LKDNGFDQLPVLTEDGKLSGLVTLS ELL 
RKLSINNSN1TONTIKGKYLDFKKLNNFNDVSSYNENKSGKKKFIKFDENSKLSDLNRFFE 
KNSSAVITDGLKPIHIVTKMDLLSYLA 

>YHR095W, 935 bp, CDS: 501-935 (SEQ ID NO 207) 

GACACCTTTTCCGGTGTTTGGAGGGGCAACGGCGGGTTGCACTTGACTTTCACTTAAGTT 
GTCGTGAAAACTTTCATTTTTACCTTCTGGAGTATTCATGGCCTTTGAACGACCAGATTC 
CAATTCATATGAGTTGGATGAATTGGATTTCTGAGGAGATATTAGATCGGGAGTTGAATT 
CATGATTTTACGTATATCAACTAGTTGACGATTATGATATCTTTATAGATTTTAAGGTGG 
GGAAAGAACATGAGACCCCAGATGGAATTGATTATGGGGACATTGTTGCCTTTATATATA 
ATTTCAATATACTAATTCAAATGATTAAAAACGTGAGGGGGACACGCAACTTCGGGTGTT 
AAGAAATATTTTGCTACATTAGATAATGGTGGAGTTTCCTGGCTTGTCGGATAAAAGCCA 
TCAAATGTCGCAGCAGCTCATGTTTACGTTTGCTGTCTTCTGCCCACGTCATATGAGTGG 
TATTCTTCTATCAGCACTTGATGAATATTCTTTTTCTCATATATCTGAAAGACAAAAGAT 
CGGCACGGCAATGCCCTGCAGCATTTCTTCCTAGTTTTTCCGAATTTCCATTACGTATTG 
GATCTTGTGCGCATATTTGTCAGTCCTTCACGGAAAAAAAAAAAGAGCACTGGGTCACTT 
CGGAAAAACTTTTGACTCAATGCAACAGTGTCATAATCCTTTGCGCTGTCTCTTTGAAGA 
AAAATCAGGAGTGCAAGATATCGATTAATTCCTTGGAAGTTATGATGGTTAGTCTTAGTT 
TAACTCTCTTGAAGAAGGGTTTTTTCAGTTGGTCAACACTCTTTAGAGGTAAAAAAAAAA 
AAAAAAAAAAAAAAAAGAGAATTCTTCATGTAATTTACCATGATTCTACGTTTTTGCAAG 
CAAAAATGAAGATAATCCGAGCGCATGCGAAGTAG 

>YHR095W, 144 aa (SEQ ID NO 208) 

MNILFLIYLKDKRSARQCPAAFLPSFSEFPLRIGSCAHICQSFTEKKKEHWVTSEKLLTQ 
CNSVIILCAVSLKKNQECKISINSLEVMMVSLSLTLLKKGFFSWSTLFRGKKKKKKKKKR 
I LHVI YHDSTFLQ AKMK I I RAH AK 

>YHR138C, 845 bp, CDS: 501-845 (SEQ ID NO 209) 

CTACGAAAATAAGCAAAAAATAAATAAAATAAAAACAAAAACAAAAACAAAAACAAAAAC 
AAAAACAAAAACAAAAACACATATTGTTATGATGACTGGACGAAAGAAAGATCGTCGTTA 
CTTTCCTAATTGTTTGTCTTCAGTACAGTTATTATCAGTGTTCTCTTTCTTTTTTATTGT 
ACTATGTGATGTTACTGATACATCACGCGCTTCCTTTATGTTTTCTTTTTTTATGTTCGT 
TACAGGATTTATAGTTTTTACAGTATATTGACTTCAATAATTTCTAATATTCAGTTCCTA 
TTAAATTTGATTATTCCGATTAGATCGGTCGGCGCTACCAAAAAGAGGCGAAGAAAAGAG 
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GAAAACGCAAGTGGATAAAGGGGTGGGGGGCAAAAGTATTTAAGAAAAAGCGATGCGATG 
GAGAGAACAAATGGATAAGTTGCGTTTCCTCGTTATATTACAACATTTAAATCTATTGTG 
TAACAGACTATAGCATATATATGAAGGCCAGTTACTTAGTTTTGATTTTCATTAGCATAT 
TCTCCATGGCACAGGCATCTTCCTTATCATCATACATCGTAACTTTCCCCAAGACGGATA 
ATATGGCTACGGACCAGAATAGCATTATTGAAGATGTCAAAAAATATGTGGTGGACATAG 
GGGGTAAAATAACACACGAATATAGCTTGATAAAGGGCTTTACAGTGGACTTACCTGATA 
GCGACCAAATTTTGGACGGTCTGAAAGAACGTTTGAGCTATATTGAAAGCGAGTACGGTG 
CTAAATGCAATTTGGAAAAGGATTCAGAAGTTCATGCTCTAAACCGTGACCATTTAGTTG 
CTTAG 

>YHR138C, 114 aa (SEQ ID NO 210) 

MKASYLVLIFISIFSMAQASSLSSYIVTFPKTDNMATDQNSIIEDVKKYWDIGGKITHE 
YSLIKGFTVDLPDSDQILDGLKERLSYIESEYGAKCNLEKDSEVHALNRDHLVA 

>YHR179W, 1703 bp, CDS: 501-1703 (SEQ ID NO 215) 

ATATCTTACGTAATGAACTTCCGTAATGAACTTCCGTAATTCAAGATCTCTTAGCATCTC 

TTGTTCAATCTTCAGACTCTACTAAGTGTTCTTACCAACCATTGGATGCTCATTACAAAT 

GAATGAATATATTGCACGGAACGGAAGCGGCATGCTTTTTCCGTCTCGTGTGCTTAGTAA 

AGCAAAACGGAGTAGAATCGGTAAGAACTTCCTTTTTGGGTTGGAAAATCATTGCCATTG 

TTTGGACACCTTTCTTTTTCCGTATTGTTCGAGCACCGCGTTTCTTTTTGGGTACTTGAT 

GAGGTAGCAGATTCCTGGAACGTGCTTTCTCTCGAGGTAACCTGCCTTGTTCCTCCTGGT 

GACTTTCTAAAATATAAAAGGAAAAGCATATCTCTAGTTTCGAGTTTTTTCTTCATACTT 

TATTTCCTTATGTTAAACGGTCCAGATATAGAATAAATCATCATATTAAGCTAAATATAG 

ACGATAATATAGTATCGATAATGCCATTTGTTAAGGACTTTAAGCCACAAGCTTTGGGTG 

ACACCAACTTATTCAAACCAATCAAAATTGGTAACAATGAACTTCTACACCGTGCTGTCA 

TTCCTCCATTGACTAGAATGAGAGCCCAACATCCAGGTAATATTCCAAACAGAGACTGGG 

CCGTTGAATACTACGCTCAACGTGCTCAAAGACCAGGAACCTTGATTATCACTGAAGGTA 

CCTTTCCCTCTCCACAATCTGGGGGTTACGACAATGCTCCAGGTATCTGGTCCGAAGAAC 

AAATTAAAGAATGGACCAAGATTTTCAAGGCTATTCATGAGAATAAATCGTTCGCATGGG 

TCCAATTATGGGTTCTAGGTTGGGCTGCTTTCCCAGACACCCTTGCTAGGGATGGTTTGC 

GTTACGACTCCGCTTCTGACAACGTGTATATGAATGCAGAACAAGAAGAAAAGGCTAAGA 

AGGCTAACAACCCACAACACAGTATAACAAAGGATGAAATTAAGCAATACGTCAAAGAAT 

ACGTCCAAGCTGCCAAAAACTCCATTGCTGCTGGTGCCGATGGTGTTGAAATCCACAGCG 

CT AACGGTTACTTGTTGAACC AGTTCTTGGACCC AC ACTCCAATAAC AGAAC C G ATGAGT 

ATGGTGGATCCATCGAAAACAGAGCCCGTTTCACCTTGGAAGTGGTTGATGCAGTTGTCG 

ATGCTATTGGCCCTGAAAAAGTCGGTTTGAGATTGTCTCCATATGGTGTCTTCAACAGTA 

TGTCTGGTGGTGCTGAAACCGGTATTGTTGCTCAATATGCTTATGTCTTAGGTGAACTAG 

AAAGAAGAGCTAAAGCTGGCAAGCGTTTGGCTTTCGTCCATCTAGTTGAACCTCGTGTCA 

CCAACCCATTTTTAACTGAAGGTGAAGGTGAATACAATGGAGGTAGCAACAAATTTGCTT 

ATTCTATCTGGAAGGGCCCAATTATTAGAGCTGGTAACTTTGCTCTGCACCCAGAAGTTG 

TCAGAGAAGAGGTGAAGGATCCTAGAACATTGATCGGTTACGGTAGATTTTTTATCTCTA 

ATCCAGATTTGGTTGATCGTTTGGAAAAAGGGTTACCATTAAACAAATATGACAGAGACA 

CTTTCTACAAAATGTCAGCTGAGGGATACATTGACTACCCTACGTACGAAGAAGCTCTAA 

AACTCGGTTGGGACAAAAATTAA 

>YHR179W, 400 aa (SEQ ID NO 216) 

MPFVKDFKPQALGDTNLFKPIKIGNNELLHRAVIPPLTRMRAQHPGNIPNRDWAVEYYAQ 

RAQRPGTLIITEGTFPSPQSGGYDNAPGIWSEEQIKEWTKIFKAIHENKSFAWVQLWVLG 

WAAFPDTLARDGLRYDSASDNVYMNAEQEEKAKKANNPQHSITKDEIKQYVKEYVQA 

SIAAGADGVEIHSANGYLLNQFLDPHSNNRTDEYGGSIENRARFTLEWDAWDAIGPEK 

VGLRLSPYGVFNSMSGGAETGIVAQYAYVLGELERRAKAGKRLAFVHLVEPRVTNPFLTE 

GEGEYNGGSNKFAYSIWKGPIIRAGNFALHPEWREEVKDPRTLIGYGRFFISNPDLVDR 

LEKGLPLNKYDRDTFYKMSAEGYIDYPTYEEALKLGWDKN 

>YIL074C, 1910 bp, CDS : 501-1910 (SEQ ID NO 219) 
TGGGAGTCTTTAGCAAGTTCGGCAAATATCGATATCAATAGTATTGCTAAATAAACCTTT 
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TTTATTCCATTTACTGTCGTTTATACTGGCTGACCCTTAATTCCCTAGCAATCTTTGCCT 
GCACCCGTACCAGGAAGCGTGATAGAATCGGTAGCTACAAAATTTTTAGCATAGTTAATA 
AGTGCTATTGTTTTTCATAATGTCACGTGCACTATCAATAATATTACACTCTTGTTCTTG 
CCAAATATACACAAAATGCCACATTTTTTTCTTTACACCGAAGAATTTGGCCGTCAGCCG 
GACAGCGCTCAGATTAATTGTGGGCTAGATTCTTCACGCTGGAAACGAGTCACCGTTATG 
AAAACTAATGGAATCTCCCAGGTTTAATACATAAGAAGGTTACGAGCTACTACATTAAAA 
AATACTTTGTCTGTTTTAGCTGTAGATTATTGTAACATTAAAAAGTAACAAACACTGATT 
TCGGGTATTTCCTCCCTAACATGTCTTATTCAGCTGCCGATAATTTACAAGATTCATTCC 
AACGTGCCATGAACTTTTCTGGCTCTCCTGGTGCAGTCTCAACCTCACCAACTCAGTCAT 
TTATGAACACACTACCTCGTCGTGTAAGCATTACAAAGCAACCAAAGGCTTTAAAACCTT 
TTTCTACTGGTGACATGAATATTCTACTGTTGGAAAATGTCAATGCAACTGCAATCAAAA 
TCTTCAAGGATCAGGGTTACCAAGTAGAGTTCCACAAGTCTTCTCTACCTGAGGATGAAT 
TGATTGAAAAAATCAAAGACGTACACGCTATCGGTATAAGATCCAAAACTAGATTGACTG 
AAAAAATACTACAGCATGCCAGGAATCTAGTTTGTATTGGTTGTTTTTGCATAGGTACCA 
ATCAAGTAGACCTAAAATATGCCGCTAGTAAAGGTATTGCTGTTTTCAATTCGCCATTCT 
CCAATTCAAGATCCGTAGCAGAATTGGTAATTGGTGAGATCATTAGTTTAGCAAGACAAT 
TAGGTGATAGATCCATTGAACTGCATACAGGTACATGGAATAAAGTCGCTGCTAGGTGTT 
GGGAAGTAAGAGGAAAAACTCTCGGTATTATTGGGTATGGTCACATTGGTTCGCAATTAT 
CAGTTCTTGCAGAAGCTATGGGCCTGCATGTGCTATACTATGATATCGTGACAATTATGG 
CCTTAGGTACTGCCAGACAAGTTTCTACATTAGATGAATTGTTGAATAAATCTGATTTTG 
TAACACTACATGTACCAGCTACTCCAGAAACTGAAAAAATGTTATCTGCTCCACAATTCG 
CTGCTATGAAGGACGGGGCTTATGTTATTAATGCCTCAAGAGGTACTGTCGTGGACATTC 
CATCTCTGATCCAAGCCGTCAAGGCCAACAAAATTGCAGGTGCTGCTTTAGATGTTTATC 
CACATGAACCAGCTAAGAACGGTGAAGGTTCATTTAACGATGAACTTAACAGCTGGACTT 
CTGAGTTGGTTTCATTACCAAATATAATCCTGACACCACATATTGGTGGCTCTACAGAAG 
AAGCTCAAAGTTCAATCGGTATTGAGGTGGCTACTGCATTGTCCAAATACATCAATGAAG 
GTAACTCTGTCGGTTCTGTGAACTTCCCAGAAGTCAGTTTGAAGTCTTTGGACTACGATC 
AAGAGAACACAGTACGTGTCTTGTATATTCATCGTAACGTTCCTGGTGTTTTGAAGACCG 
TTAATGATATCTTATCCGATCATAATATCGAGAAACAGTTTTCTGATTCTCACGGCGAGA 
TCGCTTATCTAATGGCAGACATCTCTTCTGTTAATCAAAGTGAAATCAAGGATATATATG 
AAAAGTTGAACCAAACTTCTGCCAAAGTTTCCATCAGGTTATTATACTAA 

>YIL074C, 469 aa (SEQ ID NO 220) 

MSYSAADNLQDSFQRAMNFSGSPGAVSTSPTQSFMNTLPRRVSITKQPKALKPFSTGDMN 
ILLLENVNATAIKIFKDQGYQVEFHKSSLPEDELIEKIKDVHAIGIRSKTRLTEKILQHA 
RNLVCIGCFCIGTNQVDLKYAASKGIAVFNSPFSNSRSVAELVIGEIISLARQLGDRSIE 
LHTGTWNKVAARCWEVRGKTLGIIGYGHIGSQLSVLAEAMGLHVLYYDIVTIMALGTARQ 
VSTLDELLNKSDFVTLHVPATPETEKMLSAPQFAAMKDGAYVINASRGTVVDIPSLIQAV 
KANKI AGAALDVYPHEPAKNGEGSFNDELNSWTSELVSLPNI ILTPHIGGSTEEAQS SIG 
IEVATALSKYINEGNSVGSWFPEVSLKSLDYDQENTVRVLYIHRNVPGVLKTVNDILSD 
HNIEKQFSDSHGEIAYLMADISSVNQSEIKDIYEKLNQTSAKVSIRLLY 

>YIR037W, 992 bp, CDS: 501-992 (SEQ ID NO 221) 

GTTTTCCATGCTTTTGCCGGATTTCCTCCACCAACGCTTCCATTCGAGACCTGTCCGTGA 
TGTCGAGGACACGATAGACAAATTTGTCTGCACCGTATTCTCTTTGCAAAGACTGCAGAC 
CAGCTTCCGTTCTTGCTACGCCGTAGACGATGCATTCATCGTCCTCTTCGATAACAGTTT 
TCACCAATTGCAGGCCAATCCCACGGGAGGCACCTGTAATCAAAATAACCTTGCCCATAT 
CCCTTCTTTGACAGATTATAAGTTGTTTCTCTTGTTGCTGTTCGCGACAGCCCTTATTTC 
CTGTATTCCTTCTTCTTTTTCTGCATTATCGTTTTTAGCCACTTTACGAAAAAGGTCAAA 
AAGTGAAAAAAAGAGGGAAAAAACCATGAGGAACAGTATGCTCCCTTAATATCGGAAAAG 
CAATAGTAATAAAAACAGCATCAGAGCTTTCCACGTCTCTCTCTTCCAAGCTGTCATCTC 
GTAAAGTATTCAAGTTTATCATGTCAGAATTCTATAAGCTAGCACCTGTTGACAAGAAAG 
GCCAACCATTCCCCTTCGACCAATTAAAGGGAAAAGTGGTGCTTATCGTTAATGTTGCCT 
CCAAATGTGGATTCACTCCTCAATACAAAGAACTAGAGGCCTTGTACAAACGTTATAAGG 
ACGAAGGATTTACCATCATCGGGTTCCCATGCAACCAGTTTGGCCACCAAGAACCTGGCT 
C TG ATG AAG AAATTGCC C AGTTCTGC C AACTG AACT ATGGCG TG ACTTTCCC C ATTATG A 
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AAAAAATTGACGTTAATGGTGGCAATGAGGACCCTGTTTACAAGTTTTTGAAGAGCCAAA 
AATCCGGTATGTTGGGCTTGAGAGGTATCAAATGGAATTTTGAAAAATTCTTAGTCGATA 
AAAAGGGTAAAGTGTACGAAAGATACTCTTCACTAACCAAACCTTCTTCGTTGTCCGAAA 
CCATCGAAGAACTTTTGAAAGAGGTGGAATAG 

>YIR037W, 163 aa (SEQ ID NO 222) 

MSEFYKLAPVDKKGQPFPFDQLKGKWLIVNVASKCGFTPQYKELEALYKRYKDEGFTII 
GFPCNQFGHQEPGSDEEIAQFCQLNYGVTFPIMKKIDVNGGNEDPVYKFLKSQKSGMLGL 
RGIKWNFEKFLVDKKGKVYERYSSLTKPSSLSETIEELLKEVE 

>YJL161W, 1043 bp, CDS: 501-1043 (SEQ ID NO 229) 

TCATAAAGTCTGGCGGCGTATTCCTTGCACAATTTTCATATCTTCCCATATGAATACCTG 

TTAGTCCGTATCACCAAGTGTAAACTGTTCTTTACAATGAGAACATCTAGAGTCTTTCTG 

ATATGCGTAACTTCTGCCTCATTAATTTAAAAATTTCTTCATAGTAAATAGCTTATTTGC 

TTGGAGCAGATGATCGACATGTATTTTTAGGAACATAAACTGCCTAAATATAATAGATCA 

GCCTAAAAATAAGAATGCCAATCAACAAAGTTGTATTTCCTATCTTCCGATATTCGCAGT 

CCACCATTCAGACCTCTGGTGAGATAGTTTGCCTGCTTTTGCTCCCTTCCAAAGTGCTGA 

TAAAAACCTCCGTGATTTTTTGAATACTCCCCTGAATGTCTATTTTAAGTATATTATAAA 

ATTAGTTTAAGTTGGTGCGGATAACGAAAACTTGATGCAAGGTAAATAAATCAAGTATAT 

CATAGAGTTCTTTCATTCATATGCTATACACAAGGTTGTTACGTCACAACTCACAATTCA 

CC AAGTTTTC AGGCAC ATCGC CCAATCTTGGCTC AAAAC CTTTATTTTCGAAGGGTAATT 

TGTACACTAGTCTTTTAGTGACAACACTGTATGGGACAGGTCTGGCATGCCTATATCTAG 

AATCAAATAGCTTGAATAAGTCCAAAGAGCAAGAAGATCCCCATGCCATCGCAGAAGACG 

ACATTGTAAATATAGTCCATGACGCTCCCAATAGAATATTCAAGCCAGCACTTGATACCT 

ATCAAGAGAAAGAGCTTGACTTACAAAAGAGTGACCTCCATAAAGTACTTCATTCTTTGA 

CGTACAGTGATGTCTCTCAATTTTCGATTGTTTGGGGGTTTCTCATTCAACTTTCGAGCC 

TAATAGGCAATTCCACCTTAGGCAAAAAATCCATTCTTTATAAGGGAAGTGTCGTTAGTG 

TTTTAGGGTTCCCACCGTTGATTTATATGGCACTTAAACTTAGGATGAAACAGCTGGAAA 

AAGCTGGAGTGCGCTTTGAGTAA 

>YJL161W, 180 aa (SEQ ID NO 230) 

MLYTRLLRHNSQFTKFSGTSPNLGSKPLFSKGNLYTSLLVTTLYGTGLACLYLESNSLNK 
SKEQEDPHAIAEDDIVNIVHDAPNRIFKPALDTYQEKELDLQKSDLHKVLHSLTYSDVSQ 
FSIVWGFLIQLSSLIGNSTLGKKSILYKGSWSVLGFPPLIYMALKLRMKQLEKAGVRFE 

>YJR096W, 1349 bp, CDS: 501-1349 (SEQ ID NO 233) 

GTATATTCAAGAAGAATGACACACCAAAGCCAAAGCCATTAAAGTAGATGATGAACAATG 

GGACTACAAAATGAAATAAAGAAAAAATAGAAATAGGCTAGAAGATCAATTATTAATCGC 

CCTATTCTTCCTTATTACCTACACAAAATAAAGCAGCAACATAAGAAACAAAAACAAAAT 

GAAAACAAACCAAATAAATCTATGTAAGCATACTCATTTCAATTTGATATTCATTACTTG 

ACTTTTTTGTCCTTATTTGAGGCTCCATAAGCGCGCCATTTTTCCCTACTCCCTTTTTTC 

GTAAATAGTAATAATGTGCTGAAAAGAACAATGAAGTAGTTATCATACATATTCCGTCGT 

GTCGATATGAGGGGAGGTGTCTCTTTCTTTCATCCCTTGTCGCAACCTCCAATATATAAG 

AGCATAAGCAACTGATCTTACTTTAGTAATTAACTTAGCATACCTAGCCCGAAGGAAGAA 

AAAAAATTCACCTCAACAACATGGTTCCTAAGTTTTACAAACTTTCAAACGGCTTCAAAA 

TCCCAAGCATTGCTTTGGGAACCTACGATATTCCAAGATCGCAAACAGCCGAAATTGTGT 

ATGAAGGTGTCAAGTGCGGCTACCGTCATTTCGATACTGCTGTTCTTTATGGTAATGAGA 

AGGAAGTTGGCGATGGTATCATTAAATGGTTGAACGAAGATCCAGGGAACCATAAACGTG 

AGGAAATCTTCTACACTACTAAATTATGGAATTCGCAAAACGGATATAAAAGAGCTAAAG 

CTGCCATTCGGCAATGTTTGAATGAAGTCTCGGGCTTGCAATACATCGATCTTCTTTTGA 

TTCATTCGCCACTGGAAGGTTCTAAATTAAGGTTGGAAACTTGGCGCGCCATGCAAGAAG 

CGGTTGATGAAGGATTGGTTAAGTCTATAGGGGTTTCCAACTATGGGAAAAAGCACATTG 

ATGAACTTTTGAACTGGCCAGAACTGAAGCACAAGCCAGTGGTCAACCAAATCGAGATAT 

CACCTTGGATTATGAGACAAGAATTAGCAGATTACTGTAAATCTAAAGGTCTCGTCGTCG 

AAGCCTTTGCCCCATTGTGTCACGGCTACAAAATGACTAATCCAGATTTATTAAAAGTTT 

GCAAAGAGGTGGACCGTAATCCAGGTCAAGTTTTGATTCGTTGGTCTTTACAACACGGTT 
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ATTTACCACTACCGAAGACTAAAACTGTGAAGAGGTTAGAAGGTAACCTTGCAGCCTACA 
ACTTTGAACTGTCAGACGAACAGATGAAATTTCTTGATCATCCTGATGCTTATGAGCCTA 
CCGATTGGGAATGCACAGACGCGCCATAA 

>YJR096W, 282 aa (SEQ ID NO 234) 

MVPKF YKLSNGFKI PSI ALGTYDI PRSQTAE IVYEGVKCGYRHFDTAVLYGNEKEVGDGI 
IKWLNEDPGNHKREEIFYTTKLWNSQNGYKRAKAAIRQCLNEVSGLQYIDLLLIHSPLEG 
SKLRLETWRAMQEAVDEGLVKSIGVSNYGKKHIDELI2WPELKHKPVVNQIEISPWIMRQ 
ELADYCKSKGLVVEAFAPLCHGYKMTNPDLLKVCKEVDRNPGQVLIRWSLQHGYLPLPKT 
KTVKRLEGNLAAYNFELSDEQMKFLDHPDAYEPTDWECTDAP 

>YKL065C, 1121 bp, CDS: 501-1121 (SEQ ID NO 241) 

CTGGGCTAGGTTTCACATATCAAAAAGAAGTTATGGCTTATGTGCTCTTTCTAAGTTTGA 

CTTTATGCCAAAAATTTCTCCGTAGATCGCCGCCCGTTGAAGCAGCAGAATATTTTAAGT 

GCGCCATAAAAACCTAGATAGAAAAGAAGGGAGAGAACATAAACGCAGAACACCACTACT 

TTTAAGGCGTACGCAAACTGTTGGGCTTATCTATATTGTACTATCTACCTACTTGCAACG 

TCTTTTACCTCCTCGATACGTACTGCTTATGCCCTGAACAATTTACATGTAACCCGCAGC 

TGCATGCTATATCACAGGATACGTTAACATAAAGGGGGCGCTACTAAACCCTCTGGCGCA 

GTGCAAAAATAGAAATATATGCCAAGTGGGACCTTGTATAGTTTCTGGTTTAAAGCTATT 

CGTTCATTGCAACGCTCCTTTCTGCTATCCTTTCGCAAAGTGGCAAGTACTGAAAACCGA 

GAAGAATAAATAATATTGCGATGAGTTTATACTTTACGACATTATTTTTATTGCTCACTG 

TTGAGGTGGTAATGCTCTTCATCTTCGTTTTGCCTTTGCCATTCCGGATCCGTAGGGGTA 

TTTTTAGCACCTATAACCAATTGACAGCGAAGCAGCAAATAAAAACTATAATCTTTATAA 

CGGGTTGTCTTGTTGGCCTGTTGTTTATTGATTCATGGAAAAGGTCTCAAATTCGTGTTT 

CATTATACCACAACGACAACAGTGGCTCAATCGGGTCATCTGCTGTAACTCCAATACAGG 

CACTAGCATCAAGAGCGTACAATCAAAGAAATATGTATATTTCCGGGTTCATATTGTACT 

TTTCTATCTGTATCCCAACTGTCATGTCTATTGTCAAGAGACTGGTGAAATACCAAGGCT 

TAATCAACGAACAAGAAAAGCAAAAATTGAACAAACCTTCCTCAAACAGCAAGAAAGACT 

CAAATGAAGCTGATTCCACCAAACTTCAAGAGGAACTAAGGAAAAAGCAAATTTCTCTGG 

AGGGCCTACAAAAGCAAGTCAAAAACCTGGAGAAATATTTTGATGAGAAGAATCAACCTG 

GAAATGTAGCAGCTGCTGAAGCTTCCAAGAAAGGAAACTAA 

>YKL065C, 206 aa (SEQ ID NO 242) 

MSLYFTTLFLLLTVEWMLFIFVLPLPFRIRRGIFSTYNQLTAKQQIKTIIFITGCLVGL 
LFIDSWKRSQIRVSLYHNDNSGSIGSSAVTPI QALASRAYNQRNMYI SGFI LYFSIC I PT 
VMSIVKRLVKYQGLINEQEKQKLNKPSSNSKKDSNEADSTKLQEELRKKQISLEGLQKQV 
KNLEKYFDEKNQPGNVAAAEASKKGN 

>YKL196C, 1103 bp, CDS: 501-1103 (SEQ ID NO 253) 

AAAGAGGCTTCCTATTAGGAGCAATAAAATATAAAGCACCAGCCATAGAAAGAATCCCCA 

TTATAAAGCCCGCTGTTTTTTCCTGATTGGAGTTCCTACCGAACTGAGGGGAGGACGCCA 

TGAGACGTCTTGTTTGGTGTCGGCATAACCCCCTTGCCACTTGAATTGACGGCCTGTTTC 

TGC ACGC ATTC C TG ACG ACT AAGTTGCG AAGC ATTTT ACTG AT AAT AT AC ACTC TTTGGA 

TCGAGCCTACTTCCAGTT(^TAATTGGTGTTCCACAATTTCAGCATTATATGTTTTTAAA 

CCAAAATTCGGCTCCTTTTCCCTTTTTTTCTTATTGGGTGGCGTGCCGTACAGAACGATT 

GGCTTGGTGTGAAATCAAGAGCAAGCACAATAGATATCAACATGAACAATATACAAAAGT 

CTCTGGCACAGTTTGACTGCGTTAGACCAGGCTAGGGCATTTCTGAAGCTTTACGTATCA 

CTAGAGAAGTTATTTTGGCAATGAGAATCTACTACATCGGTGTATTTCGCTCTGGAGGAG 

AAAAGGCTCTAGAGTTGAGTGAAGTTAAAGACTTGTCACAATTTGGTTTCTTTGAAAGGT 

CTAGTGTTGGCCAGTTTATGACTTTTTTTGCTGAAACGGTCGCTTCTAGAACTGGTGCAG 

GACAAAGACAAAGTATAGAAGAAGGCAACTATATTGGCCACGTTTATGCCAGGAGTGAGG 

GCATATGTGGTGTTTTGATCACCGACAAAGAATATCCTGTCAGACCAGCATACACACTAT 

TAAACAAAATATTGGATGAATATTTAGTCGCACATCCTAAGGAAGAGTGGGCAGATGTGA 

CTGAGACCAATGATGCATTGAAAATGAAGCAACTGGACACTTACATTAGCAAATATCAAG 

ATCCTTCACAGGCTGACGCTATCATGAAAGTTCAACAAGAACTGGATGAGACGAAAATCG 

TTTTGCACAAAACGATTGAGAATGTTTTACAAAGAGGTGAAAAGTTGGATAATTTGGTGG 
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ACAAATCGGAGTCATTAACGGCAAGTTCCAAAATGTTTTATAAGCAAGCTAAAAAATCCA 
ATTCGTGTTGCATCATCATGTAG 

>YKL196C, 200 aa (SEQ ID NO 254) 

MRIYYIGVFRSGGEKALELSEVKDLSQFGFFERSSVGQFMTFFAETVASRTGAGQRQSIE 
EGNYIGHVYARSEGICGVLITDKEYPVRPAYTLLNKILDEYLVAHPKEEWADVTETNDAL 
KMKQLDTYISKYQDPSQADAIMKVQQELDETKIVLHKTIENVLQRGEKLDNLVDKSESLT 
AS SKMFYKQAKKSNSCCI IM 

>YKR076W, 1613 bp, CDS: 501-1613 (SEQ ID NO 259) 

TAAATAGTTGAGGCTTTTCCTGCATTCTGTCAAGAAGGGTATGTGTATGAACATGCAAAT 

GACACTGTAAAATGATTCATTACCCTGATTATGGAGTGATTTTCTTTCCTTTTTTTTTTT 

ACATTTAGTTTCATTATTATGCAAATTAGAGGGTATACAGTTGAGATTTTAACACTTTGA 

ATTAAAAAGTGTTACAGAGGAAACCGACGCAAAAGGCTTGGTGACGCAAACTTTTCCATC 

TTTATTTC AC CTCTTC AGACGGTC CTAAGACCTTTTG AACGTATC AATATAGTTTTATCA 

TC TGTTCTCTGTTGTTCTCCGTT ACTAAGATATTAGTCAGCTCTTGAAATTTC AC ACCC C 

TATTTATTTGTCTTAGCGTCCAACCCCTCTCAACCCTTTTCCATTTCTTGTATAAAGGTA 

GTTAATTAGGTAACGCTGCTCTTACCATCACTACAGTGCTTACGAGAATTTACCCAAACC 

CTGCGCAAGATAAATAAGAAATGTCGAAACAGTGGGCGAGTGGTACAAACGGAGCTTTCA 

AAAGACAGGTTTCGTCCTTCAGAGAAACAATCTCTAAGCAACACCCAATTTATAAGCCAG 

CAAAGGGAAGATATTGGTTGTATGTTTCACTTGCATGCCCATGGGCCCATAGAACACTAA 

TTACGAGGGCTTTGAAGGGATTAACCTCTGTTATAGGATGTAGCGTAGTCCATTGGCACC 

TTGACGAGAAAGGATGGAGATTTTTGGACATGGAAAAGCAATTGGAGGACAGTGAAGATT 

TTTTGGAACATTGGCACGATGTTGCAGGTGGTATTAGAACTGCTAAAGAGGATTCCAGCA 

AGAGCTTCGCCGAGATCAAGAATGACAGTCAAAGATTCATGGTTGATGCTACCAATGAGC 

CTCACTATGGATACAAGAGAATCAGTGACTTATATTACAAGAGCGATCCTCAATACTCGG 

CAAGGTTCACCGTCCCAGTCCTGTGGGACTTAGAAACCCAAACAATTGTTAACAACGAAA 

GTAGCGAAATTATAAGGATTTTGAACTCTAGTGCGTTCGATGAATTTGTCGACGACGATC 

ACAAGAAAACGGACCTTGTTCCTGCTCAGTTGAAAACACAGATCGATGACTTCAATTCTT 

GGGTTTACGACAGCATCAACAATGGTGTATACAAGACCGGATTCGCAGAGAAAGCAGAAG 

TTTACGAAAGTGAAGTCAACAACGTATTTGAACATTTGGACAAAGTGGAGAAAATCCTGA 

GTGACAAATATTCCAAATTGAAGGCCAAATACGGTGAAGAAGATAGACAAAAAATCTTGG 

GTGAGTTCTTCACTGTGGGTGATCAATTAACAGAAGCTGACATTAGATTGTATACTACCG 

TCATAAGATTCGATCCTGTGTACGTCCAACATTTCAAATGCAATTTTACCTCTATTAGAG 

CCGGATATCCATTTATTCATTTGTGGGTAAGAAATTTATACTGGAATTATGATGCCTTCA 

GGTACACAACAGATTTTGACCATATCAAGTTACACTACACGCGTTCCCACACAAGGATCA 

ACCCCTTGGGAATTACGCCCCTGGGACCCAAGCCAGATATTCGTCCTTTATAA 

>YKR076W, 370 aa (SEQ ID NO 260) 

MSKQWASGTNG AFKRQVS S FRETI SKQHP I YK PAKGRYWL YVS L ACPWAHRTLI TRALKG 
LTSVIGCSWHWHLDEKGWRFLDMEKQLEDSEDFLEHWHDVAGGIRTAKEDSSKSFAEIK 
NDSQRFMVDATNEPHYGYKRISDLYYKSDPQYSARFTVPVLWDLETQTIVNNESSEIIRI 
LNSSAFDEFVDDDHKKTDLVPAQLKTQIDDFNSWVYDSINNGVYKTGFAEKAEVYESEVN 
NVFEHLDKVEKILSDKYSKLKAKYGEEDRQKI LGEFFTVGDQLTEADIRLYTTVIRFDPV 
WQHFKCNFTSIRAGYPFIHLWVRNLYWNYDAFRYTTDFDHIKLHYTRSHTRINPLGITP 
LGPKPDIRPL 

>YKR092C, 1721 bp, CDS: 501-1721 (SEQ ID NO 261) 

TCAAGGATACCTGGTTGATTCTACGTCGTCCTCTTCACTTTGGTTAATTCACCTTTGCCC 

TTCACCTTGTGGTGTGCGGGTGTTGCAGTCATTAATGTTCTTTATCGCGAGAGGGGGTCT 

ACATAATCTTGTTTTTTCACTCCAATAAGGCAGTTATAGTGAATTTGTTTTATTACAGAA 

GGTGTACCCTTCGTTCGAGTTATTTTACTCTTGTTTTGTAGTTTGTACATCTCTTTATGT 

CTGGATCAAAACGATAATTCGAAGCTTATTGCAATTTAGTTCTCTTACCCATTTCTTTAC 

AACGGGCCGAGAAAAAGTGGAGTTGGTCCGAGGAAGCTTTGAACGGGAAGAGGAAAAAAC 

CTTCCCATCGCTCGAGCATACAATTTTTTTTTTTTCAATGCAGGCTGAAAAAAAAAAATT 

CACTTGATGATTGAACTCATCGCACTTTTATACAAAGCAAGAAAGAAACCCAAGTCGCAG 
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TACACTAAGAATACATAGCAATGGCTTCCAAGAAAATTAAAGTTGACGAAGTGCCAAAAT 
TAAGTGTTAAGGAGAAGGAGATTGAAGAGAAATCTTCTTCTTCTTCTTCCTCCTCCTCCT 
CCTCCTCCTCCTCCTCTTCTTCTTCATCTTCCTCGTCCAGTTCTAGCGGCGAATCTTCAA 
GCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGTGACAGCAGTGACAGCAGTGACTCTG 
AATCTAGCTCATCATCATCTTCTTCTTCTAGCTCAAGCTCAAGTTCCAGTGACTCTGAAT 
CTTCTAGTGAATCCGACTCTAGCTCCAGTGGATCTTCTTCTTCCTCTAGCTCTAGTTCTG 
ACGAATCTTCTTCGGAATCCGAATCAGAAGATGAAACCAAGAAAAGAGCAAGAGAATCAG 
ACAACGAAGATGCTAAGGAGACTAAAAAGGCTAAAACTGAACCAGAAAGCTCTTCCTCAT 
CGGAGTCAAGCTCTAGCGGGTCATCGTCATCTTCAGAATCAGAATCAGGTTCGGAATCTG 
ATTCTGACTCAAGTTCTAGCTCAAGTAGTTCTTCTGATTCCGAATCAGATTCTGAATCAG 
ATTCTCAATCAAGTTCTAGCTCCAGCTCTAGCGACTCTTCGTCTGACTCCGACTCCAGCT 
CCAGCGACTCTTCATCTGACTCCGACTCTAGCTCCAGCTCTAGCAGCTCTTCCTCGGATT 
CAGATTCGGATTCCGACTCAAGCTCGGACTCAGACTCTTCAGGCTCGTCCGATTCTTCAA 
GCTCGTCTGATTCAAGTTCCGACGAATCTACATCTTCTGATTCCTCCGATTCGGATTCCG 
ACTCAGACTCTGGTTCTAGCTCTGAATTGGAAACAAAAGAAGCAACTGCAGACGAATCCA 
AGGCCGAAGAAACGCCTGCCTCATCTAACGAATCAACTCCATCTGCTTCCAGTTCATCAA 
GCGCCAATAAATTGAACATTCCTGCTGGAACCGACGAGATCAAAGAGGGCCAAAGAAAGC 
ATTTTTCCAGAGTAGATAGATCGAAGATTAATTTCGAAGCTTGGGAGTTGACAGACAACA 
CCTACAAAGGCGCGGCTGGAACATGGGGTGAAAAGGCAAATGAAAAATTAGGTAGAGTAA 
GAGGTAAAGATTTCACGAAGAACAAAAATAAAATGAAGAGAGGTTCTTACAGAGGTGGAT 
CCATTACATTAGAAAGTGGTTCATACAAATTCCAAGATTAA 

>YKR092C, 406 aa (SEQ ID NO 262) 

MASKKIKVDEVPKLSVKEKEIEEKSSSSSSSSSSSSSSSSSSSSSSSSSGESSSSSSSSS 
SSSSSDSSDSSDSESSSSSSSSSSSSSSSSDSESSSESDSSSSGSSSSSSSSSDESSSES 
ESEDETKKRARESDNEDAKETKKAKTEPESSSSSESSSSGSSSSSESESGSESDSDSSSS 
SSSSSDSESDSESDSQSSSSSSSSDSSSDSDSSSSDSSSDSDSSSSSSSSSSDSDSDSDS 
SSDSDSSGSSDSSSSSDSSSDESTSSDSSDSDSDSDSGSSSELETKEATADESKAEETPA 
S SNE STPS AS S S S S ANKLNI P AGTDE I KEGQRKHFSRVDRSKINFEAWELTDNT YKGAAG 
TWGEKANEKLGRVRGKDFTKNKNKMKRGSYRGGSITLESGSYKFQD 

>YLR043C, 812 bp, CDS: 501-812 (SEQ ID NO 269) 

AGACAAGTCTTTCAACGACAACTCTAAGATCAGAATGATTGAAATCATGTTGCCAGTCTT 

CGATGCTCCACAAAACTTGGTTGAACAAGCTAAGTTGACTGCTGCTACCAACGCTAAGCA 

ATAAGCGATTTAATCTCTAATTATTAGTTAAAGTTTTATAAGCATTTTTATGTAACGAAA 

AATAAATTGGTTCATATTATTACTGCACTGTCACTTACCATGGAAAGACCAGACAAGAAG 

TTGCCGACAGTCTGTTGAATTGGCCTGGTTAGGCTTAAGTCTGGGTCCGCTTCTTTACAA 

ATTTGGAGAATTTCTCTTAAACGATATGTATATTCTTTTCGTTGGAAAAGATGTCTTCCA 

AAAAAAAAACCGATGAATTAGTGGAAC C AAGGAAAAAAAAAGAGGT ATC CTTGATTAAGG 

AACACTGTTTAAACAGTGTGGTTTCCAAAACCCTGAAACTGCATTAGTGTAATAGAAGAC 

TAGACACCTCGATACAAATAATGGTTACTCAATTCAAAACTGCCAGCGAATTCGACTCTG 

CAATTGCTCAAGACAAGCTAGTTGTCGTAGATTTCTACGCCACTTGGTGCGGTCCATGTA 

AAATGATTGCTCCAATGATTGAAAAATTCTCTGAACAATACCCACAAGCTGATTTCTATA 

AATTGGATGTCGATGAATTGGGTGATGTTGCACAAAAGAATGAAGTTTCCGCTATGCCAA 

CTTTGCTTCTATTCAAGAACGGTAAGGAAGTTGCAAAGGTTGTTGGTGCCAACCCAGCGG 

CTATTAAGCAAGCCATTGCTGCTAATGCTTAA 

>YLR043C, 103 aa (SEQ ID NO 270) 

MVTQFKTASEFDSAIAQDKLVWDFYATWCGPCKMIAPMI EKFSEQYPQADFYKLDVDEL 
GDVAQKNEVSAMPTLLLFKNGKEVAKWGANPAAIKQAIAANA 

>YLR053C, 827 bp, CDS: 501-827 (SEQ ID NO 271) 

AACACTGGGGATATTTTGAGATTTACCACTAGTAGATACGGTGGTGTAGATACGTATGAT 

TCCATCTTGAGGGACCAATCCACGATCATGGAACTTTTAGATAAACGGTGTGCCTATTCA 

CCTCCAGTACTGTTCGATAATGAGGCTAAAGAACGTGATCATGATCGCGATTGTTATCAA 

GATTACAATCACGACCACCGGAGTCATTAATATTAAAAAAAAAAAATGTGATTGTTAATA 
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AGGGGTGGGATGCGCGAAATTCTATGCCTACAGTAGAAAGCGGTTGTTGCACAAATGATT 
AAATCTTTATCTCCAACTCACAATACTATCGCGATAGATGCATAATATGTGCAGCTTCTA 
AACAGCACGGAGTGATGATAAATACGCATATATGTATATATATATGTATGTGCATATGCA 
CGTCCTTTTAAAACTCAAAATACAACATTCTTAGTAAATCCTTTTGTTGACACACGTCGG 
AACAACTCAGGACGGAGTTAATGGATATGCTTCATAATAAATGTAGTGATGCTATCAAAA 
GCACCTCCAATAGCAATTTGAGTAATGAGGTAGACAAACAAAAATTGCAATACGATGACC 
TCGGGAACACCGGATTTTCTGAACTATTTGAGATGGAATCTCAAGATAATAATGATAGCA 
TAGAGGATTTCTTGTTCTTTAATATAAATTTAACCCAGGAGGTTGAGTTCGAGAACCAAA 
GACAATATGAGCACACGAAAAAGACAAAGAAGCATAACCCATTCTATGTACCGTCAGAGG 
TAGTGCGAGAGATGGTCAAGAAACACGCATTGAATGGCAGAATATAG 

>YLR053C, 108 aa (SEQ ID NO 272) 

MDMLHNKCSDAIKSTSNSNLSNEVDKQKLQYDDLGNTGFSELFEMESQDNNDSIEDFLFF 
NINLTQEVEFENQRQYEHTKKTKKHNPFYVPSEVVREMVKKHALNGRI 

>YLR390W, 839 bp, CDS: 501-839 (SEQ ID NO 291) 

GTGAAATTGAGACTGATAGGTGAGAGGTGAACCAATTGAGTGAGGAGTGGTTTAGTTACA 
AATGCAGAAGAAGAAGCTAAAAGAGATACGCCCATACAGAGCAATATCAAAATGAGCAAG 
AATGAGGTCTTCCGAATGGTTGGTTCTGACTTACTATTTGATTTCACTTTCTCTGATTCA 
TTCAGGAAGAAAAGGGCGAAGTCCTCGAAATGAAAATTTCAACATCATTAACAGACCGGC 
GCGCGCCTTTACAATTTAGTATGTACGCCACCAATAAAAGCTGCTTAAACAATAAGCTAG 
AAAGCCCAAAGGGTGTTAAATAGTACAGCGAACCCTTCAGCAACGGTACATCAACAACCC 
CTTGAAAAGAATAGAGACAATACAGCTACAGTCATCCCCTTCTCTTGTATTTTTGGCCAC 
AATTGATTGTATTACATCATATTTTGCCTGTGCGCTTCTTCTATCTTTTCCGCATAAACT 
AGGGGAAACGCGATGAAGAAATGGATTGGCTGAAAAATACAACAATTGTAGTGTTATTCA 
GTCATTCAACTGACAAAAGTAACAAACACAAGAAACGTCAAGTCCAGTGCAATATGCGAA 
AGAACACTTTAGATATGGTCACTATAGGTATCGCATGCCTTGTGGGAGTCTACACGGGCA 
CGAGATTTTTCGAGCCCATTGTTATCGATAGATTGCGTAAGGATGGAAACTTGAGAACGG 
ACATTCCCATCCCAGAATACGACGAGGACGGAAATCTGTTAAAGGTCACGCCGTCTTTAT 
CATCCACACCAGCTGCACCACCTACACCACCTACACCTCCTACTCCACCACAACAGTAA 

>YLR390W, 112 aa (SEQ ID NO 292) 

MDWLKNTTIVVLFSHSTDKSNKHKKRQVQCNMRKNTLDMVTIGIACLVGVYTGTRFFEPI 
VIDRLRKDGNLRTDIPIPEYDEDGNLLKVTPSLSSTPAAPPTPPTPPTPPQQ 

>YMR251W, 1601 bp, CDS: 501-1601 (SEQ ID NO 315) 

ACTCC AG AGCGC AAG AGTTCGTTC ATC TACGAAATGTTGC TGGC ATTG G C ATCTCC AC AA 

GATGACATCCCAACGCCGGATGAAATCGAAAAGAAAAATAAGCTAAAGGAAACAACAACG 

AGAAACTATAGAGGAACATGTTGAGTTGAAAAGGTCATCCAATATACCGCCCCCTATATG 

TATGTACCTTTACCTTTTATTTAAGTACTAGTGCTGTTTAGTTAGGTTATGTGAAGGCAC 

GGGTTTTGTCTTTTTTTTTTTTTTTTTTTACTATTACTTTCTTTTTCAAGCTTTTAAGCG 

CCGAAATGATATTTAAGGGAAGATGACTAAAGGGACAGCGACGAGGATTCAGCCTGGACA 

GTGATAGAAAAGTTATGCGGGAATACGTATATATAGTTGTATAAATTGTGGTTATAGAAC 

ATCGCAGCGCCTTTAAATATATTGTCTTTTATTTCAATCTTATTCCATCTCTCTCTTGCA 

ACCACGGCAAAGCTGGAGCTATGTCTGAAAAATCAGCTAGCAATAACAAAGCTGAATTCA 

AAAGGCAGTCATCGCCATTCAGAGAAATCATCTCTGCGGATCACCCAATTTATAAACCTG 

CTAAGGGAAGGTACTGGCTGTATGTGGCGCTACCATGCCCATGGGCACAAAGAACCTTGA 

TCACCAGGGCCCTGAAAGGGCTAGCGCCTATAATCGGGTGCAGTGTAGCGCATTGGCACC 

TGGATGACAAAGGCTGGCGATTCCTTGAAGAAGGAGATGGGAAAACCAATGAAAGGCACT 

GGTTTGACATTGCAGGCGGAATTAGCTCAGTAAATTTAAATACCAGTACTCCTGTGGCTA 

ACATACCCAATAACGCGCATCGGTTGTTGGTCGACGGAACAGATGAACCGCATTACGGGT 

ACAAGAGACTAAGCGACTTCTATTTCAAAACAAAGCCAGACTATAAGGGAAGATTCACCG 

TACCTGTTCTTTGGGACTTGGAAACATGCACTATAGTAAACAATGAAAGCAGTGATATCA 

TCGGAATTATGAATTCCGCTGCGTTTGATGAGTTTGTCGGCGAAGAATACCGTCAAGTCC 

GTCTGGTACCTCGGTCTCTAGAGGCACAGATTACAGAGTTCAACTCTTGGGTGTACGATA 

AAATCAACAACGGTGTATACAAGGCCGGTTTTGCAGAATGTGCAGAGGTATACGAGAGGG 
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AGGTAACAAGCCTTTTTCAATATCTTGACAAATTGGAAAATCTTCTGGACAAGAAGTACA 
CAGATTTGGAGGCGGAGTATGGTAAGAACAACAAGGACAAGATACTAGATCGCTACTTTG 
CCATCGGAGACACTCTGACCGAGGCGGACGTGAGACTCTACCCAACGATAGTAAGGTTCG 
ACGTGGTATACCATCAACACTTCAAATGCAATCTGGCCACCATCAGAGATGATTATTCCC 
GTATACACACGTGGCTCAAGAATATATACTGGCGCCACGAAGCCTTCCAGCGCACAACGG 
ACTTTACCCACATAAAACTCGGATATACTCGCTCGCAGCCACGGGTCAACCCGATTGGGA 
TCACCCCACTGGGGCCCAAGCCTGATATCCGACCTCCATGA 

>YMR251W, 366 aa (SEQ ID NO 316) 

MSEKSASNNKAEFKRQ S S PFRE 1 1 S ADHPI YKPAKGRYWLYVAL PC PWAQRTL I TRALKG 
LAPIIGCSVAHV^LDDKGVmFLEEGDGKTNERHWFDIAGGISSVNLNTSTPVANIPNNAH 
RLLVDGTDEPHYGYKRLSDFYFKTKPDYKGRFTVPVLWDLETCTIVNNESSDIIGIMNSA 
AFDEFVGEEYRQVRLVPRSLEAQITEFNSWVYDKINNGVYKAGFAECAEVYEREVTSLFQ 
YLDKLENLLDKKYTDLEAEYGKNNKDKILDRYFAIGDTLTEADVRLYPTIVRFDWYHQH 
FKCNLATIRDDYSRIHTWLKNIYWRHEAFQRTTDFTHIKLGYTRSQPRVNPIGITPLGPK 
PDIRPP 

>YMR273C / 3248 bp, CDS: 501-3248 (SEQ ID NO 321) 

AAATTGGTCTCAATCTGGAATAAGTGCTACTTCGCACTGCTGGTCCTTGGATTAATATCC 

CTGAAGGATACCTTACAAACTCTGGTAGGAACTCCTGGTTATAGAATAACCCTTTAGCCT 

TTTTTACGTACTTGTATACCGTTTAAAATTTCCTATGTACTATAACCTTTTTTCACTACT 

ATTATGGAATTCTATCGAGCGACCGGGCTTTTGTTACGGAAGAGTGAAAAAATCGAGTTT 

TGGTGTTTTGGTGAAAGAATTTGGAGGACTATAAAGTACCTATACTTTGTATTACGGACT 

CAATAACAAGTCGTTCGTGTCAGTGGTATTGAAGTTGTCAGATCTAAGAGTAGAGAGAAG 

GTGGCATCTAATAGGTTTCGACGTTTTTCTTTTTTTAAGGTTTTTATTTGGTCTCCTAGA 

ATTTAAGGTCTTAGTTAGTTTTGGTTTGTTTTGTGGGTTACATATTTTCAATTCAAAGGA 

GAATTTAGCTGTCTTTTATAATGTCCAATAGAGATAACGAGAGCATGCTGCGTACTACAT 

CAAGCGATAAGGCGATCGCTAGTCAAAGGGATAAACGGAAGTCTGAAGTTTTGATTGCTG 

CACAGTCCCTTGACAATGAAATCCGCAGCGTAAAAAACCTAAAAAGATTGTCGATTGGGT 

CAATGGATTTACTTATTGATCCAGAATTAGATATAAAATTCGGTGGGGAATCTAGTGGGA 

GACGATCATGGTCTGGCACGACATCCAGTTCTGCGTCAATGCCAAGTGACACAACCACCG 

TTAATAACACACGATATAGCGATCCAACTCCGCTAGAGAACTTGCATGGGAGGGGTAACT 

CAGGGATAGAATCCTCCAATAAGACTAAACAAGGTAACTACTTAGGTATAAAAAAAGGTG 

TTCACTCTCCATCCAGGAAATTAAATGCTAACGTATTAAAGAAAAACTTATTATGGGTTC 

CCGCCAATCAACACCCTAACGTTAAGCCTGATAATTTCCTAGAGCTTGTACAAGATACTT 

TACAAAATATACAACTAAGCGACAATGGTGAAGATAATGATGGGAATAGCAATGAAAATA 

ACGATATTGAGGATAATGGGGAGGATAAAGAATCACAATCATATGAAAATAAGGAGAACA 

ACACTATCAACTTGAACAGGGGGCTGTCAAGGCATGGAAACGCGTCACTAATACGAAGGC 

CTTCAACATTGCGGAGGTCATATACAGAGTTTGATGATAACGAAGATGACGATAATAAGG 

GAGACAGTG CCTCTG AAAC AGTAAATAAAGTCGAAGAAAGAATC TCC AAAATAAAAGAGA 

GACCAGTGTCGTTAAGAGATATAACTGAAGAACTGACAAAGATCTCAAATAGTGCAGGAC 

TAACCGACAATGATGCCATTACATTAGCCAGAACTCTTAGTATGGCTGGTTCATATTCAG 

ATAAAAAAGATCAACCACAACCGGAAGGGCATTATGATGAAGGAGATATTGGTTTTTCAA 

CTTCACAAGCGAATACTTTGGATGATGGTGAATTTGCCTCCAATATGCCCATCAATAATA 

CCATGACATGGCCTGAACGATCGTCACTGAGAAGGAGTAGATTCAACACTTATCGAATCA 

GGTCACAAGAGCAAGAAAAAGAAGTAGAACAAAGTGTGGATGAAATGAAAAACGACGACG 

AAGAACGTCTAAAATTGACCAAGAATACAATAAAGGTCGAAATAGATCCGCACAAATCCC 

CTTTTAGACAGCAAGATGAGGATTCTGAGAATATGAGTTCGCCTGGGTCAATTGGTGATT 

TTCAAGACATTTATAATCATTACAGACAGTCTAGTGGCGAGTGGGAACAAGAAATGGGAA 

TAGAGAAAGAAGCCGAAGAGGTACCCGTCAAGGTTCGAAATGACACAGTAGAACAAGACT 

TAGAGTTAAGAGAGGGAACAACAGACATGGTAAAGCCAAGCGCAACGGATGACAACAAAG 

AAACGAAGCGACATCGTCGAAGAAACGGATGGACATGGTTGAACAATAAAATGAGCAGAG 

AAGACGATAACGAAGAAAACCAAGGGGACGATGAAAATGAAGAAAACGTGGATTCACAAA 

GAATGGAGCTCGACAATTCCAAAAAACATTATATTTCTCTATTTAATGGCGGTGAGAAGA 

CGGAGGTGTCAAATAAAGAAGAAATGAACAATTCAAGTACTTCCACCGCCACATCACAGA 

CAAGACAGAAAATCGAGAAAACTTTTGCGAACCTATTCAGAAGAAAGCCACACCACAAGC 
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ATGATGCATCATCATCACCCTCGTCGTCACCATCATCGTCACCATCAATACCAAATAACG 
ATGCCGTGCACGTTCGCGTGAGGAAAAGCAAAAAGCTTGGTAACAAAAGTGGAAGGGAGC 
CGGTTGAACCCATTGTGTTGCGCAATCGCCCTCGTCCTCACCGTCACCATCACAGCCGTC 
ATGGTTCCCAAAAAATAAGCGTAAAAACCCTTAAAGATTCTCAGCCGCAGCAGCAGATAC 
CATTACAACCACAATTGGAAGGCGCAATAGAGATAGAAAAGAAAGAGGAAAGCGATTCCG 
AGAGCTTGCCCCAACTACAGCCGGCCGTTAGTGTAAGTAGTACCAAAAGTAACTCTAGAG 
ACAGAGAAGAAGAGGAGGCAAAGAAAAAGAACAAGAAGAGGAGCAATACGACAGAAATTT 
CCAACCAACAACACTCCAAACACGTCCAAAAGGAGAATACCGATGAGCAAAAAGCTCAAC 
TACAAGCTCCAGCTCAAGAACAAGTCCAAACTTCAGTCCCAGTTCAAGCTTCAGCCCCAG 
TCCAAAATTCAGCCCCAGTCCAAACTTCAGCCCCAGTTGAAGCTTCAGCTCAAACTCAGG 
CTCCAGCGGCACCACCATTGAAACATACCTCCATATTGCCCCCAAGAAAGCTTACATTTG 
CAGACGTCAAAAAACCTGACAAACCAAACTCCCCGGTTCAATTCACAGACAGTGCCTTTG 
GGTTCCCACTGCCTTTGCTGACAGTGTCTACGGTTATCATGTTCGACCACCGTCTACCAA 
TTAACGTCGAAAGGGCCATATACCGGCTGAGTCACTTGAAATTGAGCAATTCGAAGAGGG 
GACTGCGCGAGCAGGTATTACTAAGTAACTTCATGTATGCTTATCTGAACTTGGTTAATC 
ACACTCTGTACATGGAGCAGGTAGCCCACGACAAAGAACAACAACAACAACAACAACAAC 
AACCCTGA 

>YMR273C, 915 aa (SEQ ID NO 322) 

MSNRDNESMLRTTSSDKAIASQRDKRKSEVLIAAQSLDNEIRSVKNLKRLSIGSMDLLID 
PELDIKFGGESSGRRSWSGTTSSSASMPSDTTTVNNTRYSDPTPLENLHGRGNSGIESSN 
KTKQGNYLGIKKGVHSPSRKLNANVLKKNLLWVPANQHPNVKPDNFLELVQDTLQNIQLS 
DNGEDNDGNSNENNDIEDNGEDKESQSYENKENNTINLNRGLSRHGNASLIRRPSTLRRS 
YTEFDDNEDDDNKGDSASETVNKVEERI SKIKERPVSLRDITEELTKI SNS AGLTDNDAI 
TLARTLSMAGSYSDKKDQPQPEGHYDEGDIGFSTSQANTLDDGEFASNMPINNTMTWPER 
SSLRRSRFNTYRIRSQEQEKEVEQSVDEMKNDDEERLKLTKNTIKVEIDPHKSPFRQQDE 
DSENMSSPGSIGDFQDIYNHYRQSSGEWEQEMGIEKEAEEVPVKVRNDTVEQDLELREGT 
TDMVKPSATDDNKETKRHRRRNGVfFWLNNKM^ 

KKHYISLFNGGEKTEVSNKEEMNNSSTSTATSQTRQKIEKTFANLFRRKPHHKHDASSSP 
SSS PS SSPS I PN1TOAVHVRVRKSKKLGNKSGREPVEPIVXRNRPRPHRHHHSRHGSQKI S 
VKTLKDSQPQQQIPLQPQLEGAIEIEKKEESDSESLPQLQPAVSVSSTKSNSRDREEEEA 
KKKNKKRSNTTEISNQQHSKHVQKENTDEQKAQLQAPAQEQVQTSVPVQASAPVQNSAPV 
QTSAPVEASAQTQAPAAPPLKHTSILPPRKLTFADVKKPDKPNSPVQFTDSAFGFPLPLL 
TVSTVIMFDHRLPIl^lRAIYRLSHLKLSNSKRGLREQVLLSNFMYAYLNLVNHTLYMEQ 
VAHDKEQQQQQQQQP 

>YNL112W, 3143 bp, exonl : 501-1773, intronl : 1774-2775, exon2 : 2776- 
3143 (SEQ ID NO 327) 

CTTGATGGATTTATGTGACGTTGTAGAATCTAAGTTTACTGAAAAAATC7UIGAGCATGTA 
GATGTTACGGATCGACTCAAAGACCCTCTGTCACTCTGAAATTTCTAATAATTATGCACA 
CCACGCTAGTATAGATACAGCTTGATTTGTGTATCCCGTTTATAGTCGTGCTATTTAAAA 
TCTATGTATAATATAACCAGATAAAAATACACCTTCGTACAAGGTGCTAATAATGTTGAG 
AATTCGAAATTCCTTTTTAAAGGCGTATTCCGTATTGAATGATTGAAAAATTTATTTCTT 
TTTTTATTTCTTTTTTTTTTTTTTTTTTTTTTTTTTACGCCGATGCTCATCGCAGAAAAT 
TTTTCCTTCAGTTTATTTGTCTTATAAAAAGACTGTCCTACGCTCAAATAACTTATACTT 
TTCTGTATCTCATTCAAATTATTTTCTTGTCAACAACCTGTAACAGAATTAAGCACTATT 
AAGGCAAATTTAGAGCAAATATGACTTACGGTGGTAGAGATCAGCAATATAACAAGACTA 
ACTACAAGTCTAGAGGTGGCGACTTCCGCGGTGGAAGAAACTCTGATAGAAACTCTTACA 
ATGACAGACCACAAGGCGGTAACTACCGTGGTGGTTTCGGTGGTCGTTCCAATTACAACC 
AACCCCAGGAATTGATCAAACCAAACTGGGATGAAGAATTACCCAAATTGCCAACTTTCG 
AAAAGAATTTCTATGTTGAACACGAAAGTGTTCGCGACAGATCGGACAGTGAGATTGCTC 
AGTTCAGAAAGGAAAATGAAATGACTATTTCCGGACACGATATTCCAAAGCCAATCACCA 
CTTTCGATGAAGCTGGTTTCCCAGACTACGTTTTGAATGAAGTGAAGGCTGAAGGATTTG 
ACAAACCAACTGGCATTCAATGTCAGGGTTGGCCAATGGCTTTATCTGGTAGGGACATGG 
TTGGTATTGCTGCCACTGGTTCCGGTAAGACTTTGTCTTATTGTTTACCAGGTATTGTTC 
ATATCAACGCTCAACCATTATTGGCTCCAGGCGATGGACCAATTGTTTTGGTTTTGGCTC 
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CAACTAGAGAATTGGCTGTTCAAATTCAAACAGAATGTTCCAAGTTTGGTCATAGTTCCA 
GAATCAGAAATACCTGTGTCTACGGTGGTGTTCCAAAAAGTCAACAAATCAGAGATTTAT 
CTCGTGGCTCTGAAATTGTTATTGCTACTCCAGGTCGACTAATTGATATGCTAGAGATTG 
GTAAGACTAATTTGAAGAGAGTCACTTACCTGGTTCTTGATGAAGCTGATAGAATGTTAG 
ATATGGGTTTTGAACCTCAAATCAGAAAGATTGTTGATCAAATCAGACCTGATAGACAAA 
CCTTGATGTGGTCTGCCACTTGGCCAAAGGAGGTGAAGCAACTAGCCGCTGATTACTTGA 
ATGATCCAATTCAAGTTCAAGTTGGTTCTCTAGAACTATCTGCCTCCCATAATATTACTC 
AGATCGTCGAAGTTGTTTCTGATTTCGAAAAGAGAGATCGTTTGAACAAGTACTTAGAAA 
CAGCCTCTCAAGACAACGAATACAAGACATTAATCTTTGCTTCTACGAAAAGAATGTGCG 
ATGATATCACCAAGTATCTAAGAGAAGATGGATGGCCCGCCTTGGCTATTCATGGTGACA 
AAGACCAAAGAGAACGTGACTGGGTTCTACAAGAGTTTAGAAACGGTAGATCCCCAATTA 
TGGTTGCTACTGATGTGGCCGCCAGAGGTATCGGTATGTTAAAATTTTCTCCATTTTTTT 
ATTGATTTTATTTTTTTTTGTTACCCCTAACGATATTACAGCTATTTCCTAATGGCTTTT 
AATGACATTAATGACTTTATGACAACCATGATAGTACAGAAGAGAGACCTTTTTTCTTTT 
TTTTTTTTTTTTCTTTTTTTTTOT 

TCGAATCTAGACTCTATGTGAGTCTATTCTCGATGGGGAGTATCGGAAATTGAATTTTAA 
TTCGAATGACTTCTAATGCATCACTACAGAAAACTAATATTGGGAGGATGAGAAAAATTG 
ACTTTAATTAGTCGTTTTGAGAGACGGGAAATTATAAACTCGGAGAAGTGTATTTGTGTT 
CATGATTTGCACTTCATGTCAAAAGAAATTTCGCTTTTTGACATCGGCGCAAATAAACAA 
GGAATTGGCTTTTCAGCTTATTTCTAGAACGCATACATACGCTTCGTTGATCGTTGTTTT 
TTTCAATGCTTGGCATTTGTACAAGGGTAGATTGTTTTATTGGAAAAATAATAGTATATT 
CTACTTTGAAATGCCGTCATCCTTCTTGACTATTGTTATTCTCATTTTGTGTAGTTTATG 
CATTTTGTAGTTATATTGAGATACTGTTGCATCCCAAGTTCGAATTATTAAGAAGTGCTG 
ATAAAAATGGAAAATAACAAAATAAAAGGATTTCAACCATATTCAGAAATCATTTACTTT 
GTTTTCCTTTTTTTAAGTGCTAGCTTTCATTCAGTTTGAATAAGGATTCTGGAGTATTGA 
TGATTAAATATTTCGAATTCTTTAATAAAAATATAATTTCTGATAATCTTCAAGCCAGGG 
GGAAATTTGAGACAATGTTGGGAGTCCAAACATGAATTTGTGGGGGGCATGAAAATAAAG 
TTCATATACAGAATAACGAACCAAATTACTAACAGTATGCTTTGTAAACGTTTGTTTACT 
TCTTTATTTTTTCAGATGTCAAAGGTATCAATTACGTTATCAACTACGATATGCCAGGTA 
ACATTGAAGATTATGTTCACAGAATCGGTAGAACTGGTAGAGCAGGTGCTACTGGTACTG 
CTATATCTTTCTTCACCGAACAAAACAAAGGTTTAGGTGCTAAATTAATCTCTATCATGA 
GAGAAGC TAATC AAAATATTCCTC CCGAATTATTGAAATACGAC AGGAGATCTTATGGTG 
GCGGTCACCCAAGATACGGTGGTGGTCGTGGTGGTCGTGGTGGCTATGGCCGTAGAGGTG 
GTTACGGTGGTGGCCGTGGTGGTTACGGCGGTAACAGGCAGAGAGATGGTGGCTGGGGTA 
ACAGAGGTCGTTCAAACTATTGA 

>YNL112W, 546 aa (SEQ ID NO 328) 

MTYGGRDQQYNKTNYKSRGGDFRGGRNSDRNSYNDRPQGGNYRGGFGGRSNYMQPQELIK 
PNWDEELPKLPTFEKNFYVEHESVRDRSDSEIAQFRKENEMTI SGHDI PKPITTFDEAGF 
PDYVLNEVKAEGFDKPTGIQCQGWPMALSGRDMVGIAATGSGKTLSYCLPGIVHINAQPL 
LAPGDGPIVLVLAPTRELAVQIQTECSKFGHSSRIRNTCVYGGVPKSQQIRDLSRGSEIV 
IATPGRLIDMLEIGKTNLKRVTYLVLDEADRMLDMGFEPQIRKIVDQIRPDRQTLMWSAT 
WPKEVKQLAADYLNDPIQVQVGSLELSASHNITQIVEWSDFEKRDRLNKYLETASQDNE 
YKTLIFASTKRMCDDITKYLREDGWPALAIHGDKDQRERDWVLQEFRNGRSPIKVATDVA 
ARGIDVKGINWINYDMPGNIEDYVHRIGRTGRAGATGTAISFFTEQNKGLGAKLISIMR 
E ANQNI P P EL LKY DRRS YGGGH PRYGGGRGGRGG YGRRGG YGGGRGG YGGNRQRDGGWGN 
RGRSNY 

>YNL131W, 959 bp, CDS: 501-959 (SEQ ID NO 329) 

CAAAAAGAGCTAATCAACTCCTTGAACTTAGATAAATACGCCATAAATGATAACAGTGAG 
GAATGGGCTGAATCTCAAAAATCTTTAGAAATAGCTGCCAAGGCCAAAGGCGTCGTCAGT 
TTAAAAACTGGTAAAAAGAGAACGACTGAAAAGGCTGAAGATATCTATAGACAAGAGATG 
AAAGCTATGAAAAAACCAAGAAAGTCTAAAAAGGCTGCAAATTAAGCGTTCTACTCTTTG 
TCAAACCCTTTTATAGCTAAACGTTTACTTAATTTGTACAATAATATAGAATAGAAACAT 
AGTTGATGTTTGAACCTTTACATATTCCTTTCAATCGTGTCGAGCGATATAAGTATTACG 
ATTATGCCGGCGAAAACTGAACCCGTTTTAGACAATTTCAATCAACATACTCCACTCCGT 
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AGTG AGT AACTTTTGGAGTAATAC GAAGT AAC C AAAGAGGTC AAAACGGAACTAT ATACC 
CCAAAATAAGCATCATTCAAATGGTCGAATTAACTGAAATTAAAGACGATGTCGTTCAAT 
TAGACGAACCACAATTTTCCAGAAATCAGGCCATCGTGGAAGAAAAGGCTTCTGCAACAA 
ACAACGACGTTGTCGATGATGAAGATGACTCTGATAGTGATTTTGAAGATGAATTTGATG 
AAAATGAAACATTGTTGGACAGAATCGTTGCTTTAAAAGACATTGTCCCCCCAGGTAAGA 
GACAAACAATTTCTAATTTTTTTGGTTTTACTAGCTCTTTTGTGAGAAATGCTTTCACAA 
AATCCGGAAACCTTGCTTGGACTTTGACCACCACTGCTTTGTTACTCGGTGTGCCACTAT 
CCTTATCTATACTTGCCGAACAACAGCTAATCGAAATGGAAAAGACATTTGATTTACAAA 
GTGATGCTAATAACATATTGGCCCAAGGTGAAAAAGATGCTGCAGCAACAGCCAATTAA 

>YNL131W, 152 aa (SEQ ID NO 330) 

MVELTEIKDDWQLDEPQFSRNQAIVEEKASATNNDWDDEDDSDSDFEDEFDENETLLD 
RIVALKDIVPPGKRQTISNFFGFTSSFVRNAFTKSGNLAWTLTTTALLLGVPLSLSILAE 
QQLIEMEKTFDLQSDANNILAQGEKDAAATAN 

>YNL143C, 893 bp, CDS: 501-893 (SEQ ID NO 333) 

GAAAATACACACGGCGGAAGCCATCATCGAGGCCCAAAGCAAGGATAAAGCATGCTTTTT 
CCTGGATAAACCAGAATATAATAAACCGATACCTGGGACCATAATCCACACACCTGCTGA 
AGCCACACCGATCCATCCCATGTTGGCCAAGTCAAATTGTGTATTCAAATCTGTTGTCAA 
CGAGTTACCACCCGTTCCTTCGCCTGTAGGCGTACCTGTAAAATTGTAAGACATTGTTGA 
TATTGTATTGTAATATATTAAGTATGATATATTACAAAACTAAACTTCTTTCAAAGCTCT 
GTGCAGACTTATTATTTAAGAAGGATATTTAATTTGAAAGGACGTGAAAGCACGAATGAT 
TACTACCCACTGATGTTTGGTTAGCACATGTGTAACTACTGCTTATATATGGTGCAGAAA 
AGTGGCTCGGAATGAACACCTCTTGTACTGAATACTTCATTGATAAGGCACAGGGTCTTC 
ACGCCGCTTAGTATTCGTCGATGCGTGAGCAATTGAAGCTTTTTACGAGGGAAATAGTCG 
ATTTTACATTTCTTATCTTATCTGGCTTTGACTATTACCAGACACTCTTGATAAGCAGTA 
ACAGCAGTAAGAAGAGACCGAAGGATTCTTCTTTGTTATCGGAAAAAAAAAAAAAAAAAA 
AAAAAAAAAAAAAAGATGTCTTATCTTATCTTTCTTATCTTAAAGACCTACCATTTGTTC 
CTTTTCTATTTTGGCAGCCCGGGTATTCGCAAAGGGAAAAAAACCCAAGACAGCATTCCT 
TGTTCATTATGACTATTACAAAGCCAGGAATGATTTCGATGGCCGACATGAATTACGTCG 
TTTCCAAGAACAGAAGCTTAAACCGTCCTGCTGAGCGGGGCGGTAATCGGTGA 

>YNL143C, 130 aa (SEQ ID NO 334) 

MREQLKLFTREIVDFTFLILSGFDYYQTLLISSNSSKKRPKDSSLLSEKKKKKKKKKKDV 
LSYLSYLKDLPFVPFLFWQPGYSQREKNPRQHSLFIMTITKPGMISMADMNYWSKNRSL 
NRPAERGGNR 

>YNL179C, 938. bp, CDS: 501-938 (SEQ ID NO 335) 

ACAGCGGTTAATTTCAAATACCCTAATCGGAGGTCTTATCTTATTTTTCAAGGGCAAGGC 
TCTCCACATCGGTAAGTGATGACCAGATAATGGAAAGTAGCAGAATTTTATTTATGTGCC 
ATACAAGCCCGGAGAAACAGAGTAGCTAAAAAATTAAGGTGTGCAAAAGTGGTTTTGTTC 
CCCGACGCCCGGGCCTTTCTCTCCCCTGAATCTTTTCGTTCCGGCCCCCCTCTCTCAATA 
CCAGATCTGCATCTATACTAAAGCTGCAGTGAGAGTAAACCGGAAAATTATCCTGCGTGT 
TTGCTTCGGTCTTAGCTTTTACTTGGGTATGCGAGAACCTCTAAGAGCTTAGACCGGTCT 
TCCTCCCTAAAAAGAAAATTATAAAAGGTTATTATCTGGACTAAAGCAAAAAAAAAACAA 
CGTTTCGGCGTCCGCTCAAAATTTTCATTACGCTTCTTGGTCAAATCAGTTACGTAACGG 
GTTATGACGAATACGATGAGATGAGTAATTGCAGAAGGCTCCTATGCAGACAGCTAAGCA 
GTGCTTACTTGAATTACCTTCCCTTTTATTTCTTGATATATCGTCCTTTTTCTCTCTATC 
TTAGTTCTTGCGAGTACTGGCAATCATGTTTCTCCTTTTTTTTTCTTTTTTTTTTATTTT 
TTTTTTTTTTTTTTACTTTTCAGTTTCTCGTAGCTTTTCCTATTTTGCTATTTAAAGTAA 
GTTTAAATAGTACCCTCACTAAACACGTACGGCCGATCCACCAACGAACAAAAGCACGAT 
CCTTGACCCATCATTGTATTCCAAAGCGTTGGAACATTCACTTTTTTTTTTCCGGTCTAT 
TGCACAAGACAATATCCAGAATATTCAGTTGGATAGGAAATACAAGACAGGTGGCACCCA 
C AAAGC AC AC GC CGAAAT ATTTATTAAATAC AATAT AG 
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>YNL179C, 145 aa (SEQ ID NO 336) 

MSNCRRLLCRQLSSAYLNYLPFYFLIYRPFSLYLSSCEYWQSCFSFFFLFFLFFFFFFTF 
QFLVAFPILLFKVSLNSTLTKHVRPIHQRTKARSLTHHCIPKRWNIHFFFSGLLHKTISR 
IFSWIGNTRQVAPTKHTPKYLLNTI 

>YOL150C, 812 bp, CDS: 501-812 (SEQ ID NO 349) 

TTCCCATTTCCACTGCTATTCCTGTTGCTATTGTCAGAACCATTGTTTACTTGAATGTTA 

TTACTAC CATTTTGTGAATC AAAAATATC TACTTCTTGTGGGGAGACGGGTAG AAGATTT 

GTATTTTGCGAGACGTCTCTCAAATATATGGCCAAAACACCTTGATATTCTAGTTTATTC 

CATTCGTCCTTCTTGAAGTCCCATTTATACAGTGACGCATGTGGTGTGTGAAAAAGTAGT 

TGCTTTATTTTTGGATCGTATCTCCCAATAACGTTGAAATTCAAAGCTTTTCTATAGAAT 

TCTAACTGTGTGGCAGAGTTTTCTGCTGCAGTTGCTGCTCCGGTCATTGTGCACAGCTTT 

TCTTGTGATGTGTTGCAAAGATAAATGCTTATCTGAACGTTTCTCTATTGTTTTTTCGTC 

AATTTTCTTTTCTTTCTTGCTTCGCGTTTTCGACATATTAAGCTGTATATAGAAGAGAAA 

AATGCGCAGAGATGTACTAGATGATAAAAAATAATTGTAATAACGTTAATATATATAAAT 

ATTATCTATTTTCATTTAAAGTTTATATTCTGCCCTCAAATTTTAAAATTTGGGAGGCAG 

TGTCGTCAATGGTCTCTTTCAAGTTCCTGAACTTGAAACCTAACAATTTCTTACTCTTTT 

TATTATCAAGAGTAGCACCAAGGGTGTTATGGGTAGCACCAGAACCTGGTTTCCCCACTG 

GAATATTGCCTTTTAGAACAGGGAAGTCTTCGTTAAGGATATCGAGAACATCCTGCATAG 

TAAATCTGGCCTCCGATACGATTAGTCTTTGA 

>YOL150C, 103 aa (SEQ ID NO 350) 

MIKNNCNNVNIYKYYLFSFKVYILPSNFKIWEAVSSMVSFKFLNLKPNNFLLFLLSRVAP 
RVLWVAPEPGFPTGILPFRTGKSSLRISRTSCIVNLASDTISL 

>YOL151W, 1529 bp, CDS: 501-1529 (SEQ ID NO 351) 

GCGTGAACTATGTCATATTTGCGATTTTAGGTACAATAAATATTATCATTATTATATTAT 

GTTTGCATGTAGGTTCTACAAATACATTGTTGTACGCTATAGTTTCCTTTCAAAACTAGA 

AAGAATTCGTAACAAAATAATCTCCAATATTTTATAGCACCTTATTAATATCAATGCTGC 

AATACCTTCTCATTTCAACAATTGGCCCTCACCTCTTTTGTACAAAAAACGTCGCCATTG 

ATAAAATAAGTAAGAAGCATATAATTGGAATGTCCATTACGTAAAAGAAAAAAAATCATG 

TGTACATATTACGTAATAGAATACGGAATTTTCTCGCGGAAGTAGATCTTCCGTGGAAAA 

AAAGGAAAAAGTCCGATCAATATTGAAAAAGGGATCCTTAGTTTCCCAACTATATAAGGA 

GGAAAAGTCTATCTCTGTAGCGTTGATATAACGTGTACGATTTTCAAA05LAACAGATAGC 

AGTATCACACGCCCGTAAATATGTCAGTTTTCGTTTCAGGTGCTAACGGGTTCATTGCCC 

AACACATTGTCGATCTCCTGTTGAAGGAAGACTATAAGGTCATCGGTTCTGCCAGAAGTC 

AAGAAAAGGCCGAGAATTTAACGGAGGCCTTTGGTAACAACCCAAAATTCTCCATGGAAG 

TTGTCCCAGACATATCTAAGCTGGACGCATTTGACCATGTTTTCCAAAAGCACGGCAAGG 

ATATCAAGATAGTTCTACATACGGCCTCTCCATTCTGCTTTGATATCACTGACAGTGAAC 

GCGATTTATTAATTCCTGCTGTGAACGGTGTTAAGGGAATTCTCCACTCAATTAAAAAAT 

ACGCCGCTGATTCTGTAGAACGTGTAGTTCTCACCTCTTCTTATGCAGCTGTGTTCGATA 

TGGCAAAAGAAAACGATAAGTCTTTAACATTTAACGAAGAATCCTGGAACCCAGCTACCT 

GGGAGAGTTGCCAAAGTGACCCAGTTAACGCCTACTGTGGTTCTAAGAAGTTTGCTGAAA 

AAGCAGCTTGGGAATTTCTAGAGGAGAATAGAGACTCTGTAAAATTCGAATTAACTGCCG 

TTAACCCAGTTTACGTTTTTGGTCCGCAAATGTTTGACAAAGATGTGAAAAAACACTTGA 

ACACATCTTGCGAACTCGTCAACAGCTTGATGCATTTATCACCAGAGGACAAGATACCGG 

AACTATTTGGTGGATACATTGATGTTCGTGATGTTGCAAAGGCTCATTTAGTTGCCTTCC 

AAAAGAGGG AAACAATTGGTCAAAG AC TAATCGTATCGG AGGCC AG ATTT AC TATGC AGG 

ATGTTCTCGATATCCTTAACGAAGACTTCCCTGTTCTAAAAGGCAATATTCCAGTGGGGA 

AACCAGGTTCTGGTGCTACCCATAACACCCTTGGTGCTACTCTTGATAATAAAAAGAGTA 

AGAAATTGTTAGGTTTCAAGTTCAGGAACTTGAAAGAGACCATTGACGACACTGCCTCCC 

AAATTTTAAAATTTGAGGGCAGAATATAA 

>YOL151W, 342 aa (SEQ ID NO 352) 

MSVFVSGANGFIAQHIVDLLLKEDYKVIGSARSQEKAENLTEAFGNNPKFSMEWPDISK 
LDAFDHVFQKHGKDIKIVLHTASPFCFDITDSERDLLIPAVNGVKGILHSIKKYAADSVE 
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RVVLTSSYAAVFDMAKENDKSLTFNEESWNPATWESCQSDPVNAYCGSKKFAEKAAWEFL 
EENRDSVKFELTAVNPVYVFGPQMFDKDVKKHLNTSCELWSLMHLSPEDKIPELFGGYI 
DVRDVAKAHLVAFQKRET I GQRL I VS EARFTMQDVLDI LNEDF PVLKGNI PVGKPG SGAT 
HNTLGATLDNKKSKKLLGFKFRNLKETIDDTASQILKFEGRI 

>YOR131C, 1157 bp, CDS: 501-1157 (SEQ ID NO 359) 

TCCTGAACGGAAGCTGCAGTTTGCTCAGTACCTACACGCTCCTCTGACATAGAAGATGAT 

CCATCTGTGGTTGTTGCAGCAGGTTCAGAATCTTCCTCCTGGGGCTCAGCAAATGGATTG 

TTATCCAGATCATCATATGGATCATAAGGTACAGCCGAAGTCATTGTTCAGAGGATAGAT 

GGATTGACTAAGGGTACAGTACGGCAAAAAAAAATTAGATCAGCTTTTCAAAACAAACTA 

TTTTGGCGTTTACCAAAACCAAAACAGTATATTCAACTAGTTCAATCACTCTTGAAAACG 

TCCCCTTTCTACAAAATTAGGCTTTGAACGCGTGCTATGGAAAAAAGTGTAAAGAAAACG 

AAAAAACCAGAAAAGTCATATATATCTTATAACGAAATATCAGGGTGTTCGACTCAATCG 

CCAGGTGCCGCTAACACAATCATTAGGATAGTCGGGCAATATATACGGTTCAATAGTCAC 

TGAAAGTGTATCACAGAATAATGACAAAGCTACAAGGACTACAGGGATTAAAACACATCA 

AAGCGGTTGTATTTGATATGGATGGCACATTATGCCTACCCCAGCCTTGGATGTTTCCAG 

CAATGAGAAACGCCATAGGATTGGAGGACAAATCGATTGATATCCTTCATTTCATTGATA 

CATTGCCCACAGAAAAAGAAAAAAAAGAAGCGCATGATAGAATAGAATTAGTTGAGGCAA 

AAGCCATGAAGGAGATGCAACCGCAGCCTGGTCTGGTTGACATAATGAGGTATTTGACGA 

AAAATGGTATTAGCAAGAACATATGTACTAGAAATGTCGGAGCCCCGGTAGAGACTTTTG 

TTAAAAGATTTATTCCATCCGAGCTTTCGAGGTTTGACTATATTGTGACAAGGGAGTTTA 

GGCCTACAAAACCGCAACCAGACCCATTATTACACATCGCCTCGAAGCTAAATATAAGGC 

CCTTGGAAATGATCATGGTAGGAGATTCATTTGACGACATGAAATCCGGTAGATCTGCTG 

GATGTTTCACGGTATTACTCAAGAATCATGTGAATGGACATTTACTGCTCGAACATAAAG 

AACTAGTAGACGTTTCAGTAGAGGATCTTTCCGAAATAATTGAATTGATTCAAAATATGA 

ATAAAGAAAGTTTCTAA 

>YOR131C, 218 aa (SEQ ID NO 360) 

MTKLQGLQGLKHIKAWFDMDGTLCLPQPWMFPAMRNAIGLEDKSIDILHFIDTLPTEKE 
KKEAHDRIELVEAKAMKEMQPQPGLVDIMRYLTKNGISKNICTRNVGAPVETFVKRFIPS 
ELSRFDYIVTREFRPTKPQPDPLLHIASKLNIRPLEMIMVGDSFDDMKSGRSAGCFTVLL 
KNHVNGHLLLEHKELVDVSVEDLSEIIELIQNMNKESF 

>YOR286W, 950 bp, CDS: 501-950 (SEQ ID NO 367) 

CATCTGAGTACTCGATTGTTCATATTCCTGCTTCCATCAATGTGCCATATAGATCGCACC 
CTGACGCATTTGCCTTAGATCCTTTAGAATTTGAGAAACAGATTGGCATCCCAAAACCTG 
ACAGTGCCAAGGAGCTAATATTTTATTGTGCTTCTGGCAAACGCGGGGGAGAAGCTCAAA 
AAGTCGCCTCCTCACATGGATATTCAAACACCTCACTATATCCTGGCTCTATGAATGATT 
GGGTTTCTCATGGGGGTGATAAACTTGACTTATAGCCTTGTATACTCTAGGTATGTACCC 
TGTGTATTTTCGTAAGCTAGTAACGTATTATGCCATTTATGTCACACCGTTCATAATATT 
TGCCTATTGCATTGGCTGTGATAGCGGCGGCGCAAAGAAATTAGGAAGTATAAAAAAAAA 
AATACAAAACTTAATCTGAATGGAATAAGATAGCGATAACTCTCAACAAATGGAAGCGAG 
ACAGAAGAAAAAGACCAACGATGTTCAAGCATAGTACAGGTATTCTCTCGAGGACAGTTT 
CTGCAAGATCGCCTACATTGGTCCTGAGAACATTTACAACGAAGGCTCCAAAGATCTATA 
CTTTTGACCAGGTCAGGAACCTAGTCGAACACCCCAATGATAAAAAACTATTGGTAGATG 
TAAGGGAACCCAAGGAAGTAAAGGATTACAAGATGCCAACTACAATAAATATTCCGGTGA 
ATAGTGCCCCTGGCGCTCTTGGATTGCCCGAAAAGGAGTTTCACAAAGTTTTCCAATTTG 
CTAAACCACCTCACGATAAAGAATTGATTTTTCTTTGTGCGAAAGGAGTAAGAGCCAAAA 
CTGCCGAAGAGTTGGCTCGATCTTATGGGTACGAAAACACTGGTATCTATCCTGGTTCTA 
TTACTGAGTGGTTAGCTAAAGGTGGTGCTGACGTTAAGCCCAAAAAATAA 

>YOR286W, 149 aa (SEQ ID NO 368) 

MFKHSTGILSRTVSARSPTLVLRTFTTKAPKIYTFDQVRNLVEHPNDKKLLVDVREPKEV 
KDYKMPTTINIPVNSAPGALGLPEKEFHKVFQFAKPPHDKELIFLCAKGVRAKTAEELAR 
S YGYENTG I YPG S I TEWLAKGG ADVKPKK 
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>YOR382W, 962 bp, CDS: 501-962 (SEQ ID NO 375) 

AGTAAGCTCCTACAGTGAAATATCTGGGTGCTACTGACGCCAAGCCCTACAGCGATCGGA 

ATGCGGGAACGGAAGTTAACGGGGCTTCCAGAACGGCGGAAGCGAATTGAACGAGGACGG 

CAAACAAAAACACCCAAAATTTCATTACTTAGAATGACCCTCAAGAGCAGGGTGCAATTT 

ATCAAGCGATCATTGAACTAACTAAGTTCATATCCTGTATAGGATTTAAAACAATGCACC 

CTAAGTTCAAATGCACCCCCCCTCGCCCCGCAGCGGACCCTTGAACAGAGAACTGTTTCG 

AGGTTCACCCAATTGGATCACTTGTATAATTTGTAATCGAGTTCGGATAAGATGTATACG 

AATCTAACTGGGTGCAGTATAATTAGCATTTTATATTACCTAGCAATATATGTATAAAAC 

AGGAATGTGTGCGTGCTTCAGGCAGAATTTTACGGTCCTTGTAAAAAAGTCTATCATAAA 

GCCATCACAAAACAATAATAATGAAATTCTCAACTATTTTCGGAGCTACTACAGTTATGA 

CTGCCGTCTCGGCAGCAGCTGTGTCGAGTGTAATGACCACTAAGACTATTACTGCTACTA 

ACGGTAATAACGTTTACACTAAGGTCGTTACCGACACCGCTGACCCTATCATTAGTTACA 

GTACCACTAGAACTGTCGTTGTCAGTAATAGTGATGCTACTTACACAAAGGTTGTCACCG 

AAGGACCAGATACCACCTCTGAAAAGAGTACAACAAAGACACTTACTTTGACAAACGGTT 

CAGGTTCATCAACCAACCTTTACACCAAGACCGTCACTCAAGCCGTCGAATCATCTACAT 

CCTCCTCATCCTCCTCATCCTCCTCCTCCTCTTCTGCCTCTTCTTCTGGTGCTGCTCCTG 

CTGCATTCCAAGGAGCAAGTGTCGGTGCATTGGCCCTTGGTTTGATTTCTTACCTATTAT 

AA 

>YOR382W, 153 aa (SEQ ID NO 376) 

MKF STI FG ATTVMTAVS AAAVS SVMTTKTITATNGNNVYTKVVTDTADPI I S YSTTRTW 
VSNSD ATYTKWTEGPDTTS EKSTTKTLTLTNGSGS STNLYTKTVTQ AVES STS S S S SS S 
S SS SS AS S SGAA P AAFQG AS VG AL ALGL I SYLL 

>YPL078C, 1235 bp, CDS: 501-1235 (SEQ ID NO 379) 

TAAACTGTGTTGTGACGCAACTGCAACTCCCAGATGAAATACGGTCCGGTAAAGATAGGA 

ATATTCTACTCTACAAGCATGAATATTTTTTAACGCGGCGCAGTACTATACAGCATAACA 

GGTCTTCCACGCATGAGAAACTGTCCATGGCTAAATTAGTTCCTCACACAGAATTAGAAA 

TGTGCTGTGACAATGGCACATACGTAGATAAAAGATAAATATAATTCAGAATGGCTGTGG 

CGACAACTATTATCATAGAGGTGTCCCATCGAGCGAGCCTCATTGGCCGGGTAATCGACA 

TCAATATTGAACCAATCACGACGCTTTTTCTCTTCACCGCTCATTCGGACCTTCACCACA 

GGTTTGGGTAATTAAAATAGCAAGGGATTATAATTGCAGTTAGCAGTTTATGTTGACAAG 

TTTATACTGTGCTAGGAAGGGTTATATTTTATTAAAAGACTGACGAGAATTCAGTACCTC 

CTAAGTGCGCAAGAGATAAAATGAGCATGAGTATGGGTGTCCGTGGCCTAGCGTTAAGGT 

CCGTTTCTAAAACATTATTTAGCCAAGGTGTTCGTTGTCCTTCGATGGTGATTGGAGCCC 

GTTATATGTCTTCCACTCCAGAAAAACAGACAGATCCAAAAGCAAAGGCTAACTCTATCA 

TCAATGCCATTCCAGGTAATAATATTTTGACAAAGACGGGGGTTTTGGGGACTTCTGCTG 

CCGCTGTCATTTATGCCATTTCCAATGAATTGTACGTTATCAACGATGAAAGTATTTTAT 

TGCTGACTTTTTTGGGTTTCACTGGTTTAGTGGCAAAGTATTTGGCGCCAGCATATAAAG 

ATTTTGCCGATGCAAGAATGAAGAAAGTCTCCGACGTTTTAAATGCCTCGAGAAACAAGC 

ATGTCGAAGCTGTTAAAGATAGAATCGACTCTGTCTCTCAACTACAAAATGTTGCTGAAA 

CT AC AAAGGTTTTGTTTG ATGTTTCC AAGG AAACTGTTG AAC TTG AAAGCGAAGC CTTTG 

AATTGAAACAAAAGGTAGAATTAGCTCACGAAGCAAAGGCAGTCTTAGATTCGTGGGTTA 

GATATGAAGCTTCCTTGCGTCAATTGGAACAAAGGCAACTAGCAAAATCTGTCATCTCCA 

GAGTTCAGTCAGAATTGGGTAATCCAAAATTCCAAGAGAAAGTTTTGCAACAGTCTATAT 

CTGAAATTGAACAATTGCTTTCTAAATTGAAGTAA 

>YPL078C, 244 aa (SEQ ID NO 380) 

MSMSMGVRGLALRSVSKTLFSQGVRCPSMVIGARYMSSTPEKQTDPKAKANSIINAIPGN 
NILTKTGVLGTSAAAVIYAISNELYVINDESILLLTFLGFTGLVAKYLAPAYKDFADARM 
KKVSDVLNASRNKHVEAVKDRIDSVSQLQNVAETTKVLFDVSKETVELESEAFELKQKVE 
LAHEAKAVLDSWVRYEASLRQLEQRQLAKSVISRVQSELGNPKFQEKVLQQSISEIEQLL 
SKLK 

>YPL085W, 7088 bp, CDS: 501-7088 (SEQ ID NO 383) 
TTTTTCATGAGGAAGAGCCAGTGACAGTAAATAATAAAAGGTGAAATGATTAAACAATGA 
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AAGCGGCAGAAAAATAAAATCAAACAGTGGCAGTATTGACTTTTGAAAATCAGAAGTTCA 
TCCTAAGTTAAGACTTTCTTCTTTTAAGTGCTTTCTCCTTCTCTCACTGTCTTATCGCTG 
TATATCTCATTGTTGAATAATATAACACAACGTTATAAGTGATCATCACTTTCTGATCCA 
TAATTTCAAACCTCAAGCGACCGTACATGTGGCATTTTCCACTATAAACTTACGAGCAAG 
AGAAAGATATACGGAAAAGGTTAATTGGCAGGTTACACAAGATTTTGGTCATTGAATATT 
TGCAGCCCTCCTGCTTGAGAAACTGGACAACAACTGTTATCAATATTCCCTTTTCAAAAT 
AGTGGTATTTAACTGGCCATAACCAAGGAAACCGTTGTACCTATTATTTTGTATAGTCTT 
CATTTAATAACGTGTTAAGAATGACACCTGAAGCCAAGAAAAGGAAAAACCAAAAGAAGA 
AGTTGAAGCAAAAGCAAAAAAAAGCTGCTGAGAAAGCTGCTAGCCACAGTGAAGAACCAC 
TTGAATTACCAGAAAGTACGATTAACAGCAGCTTCAACGACGACTCGGTGAACCGTACAG 
AATCTGACATAGCTTCAAAATCTGATGTTCCTCCGGTCTCATCATCTACCAATATCTCTC 
CGGCTAATGAAACACAACTAGAAATACCTGATACTCAAGAATTGCATCATAAACTGCTCA 
ACGACTCTGATCAACATGATATTACCGCGGACTCAAATGATTTGCCAGACAACTCAATCG 
TTGAACATGACTCTGTTATTACCCAAACAAAACCAGCCATGTCTCAAGAATACGAAGAGA 
CTGCCGCTCACTTATCTTCGAGAAATCCATCGCTCGATGTAGTCGCGGGAGAACTTCACA 
ATAATAATGAACATACCCAGAAAATTGCCGTATCCGCTGTGGAAGAGGATTCTTTCAATG 
AAGAAGAGGGTGAAAATCACGACAGCATAATAATTTCATCATTAAACGATGCTACCGCTT 
CTCAATATAATCATTTTCTCCCATCCGATGGCAATCTTCTTTCTCCAGAATTATCTTCTG 
GTGATACGCCAACTCACAATGTTCCTCTAGGCACAAAAGACAATGAAATAAATGACGATG 
AGTATTGTAATGATAAGGAAATTAGTTTGAACGCAAATAATGTGCTTCCTGATGAACTTT 
CAAAGGAAGAAGATGAAAGATTAAAACTAGAAACGCATGTATCAACCGAAGAAAAGAAAC 
AGGATATCGCTGATCAGGAAACTGCAGAAAACTTATTTACGTCTAGTACAGAACCATCTG 
AGAATAAAATAAGAAATTCTGGTGATGATACCTCCATGTTGTTTCAAGATGACGAAAGTG 
ATCAGAAGGTTCCATGGGAGGAAGATGTGAAGAAAGATTTTCATAATGAGAACACAAATA 
ATACTCAAGAATCGGCACCGAACACAGATGATCGTGATAAGGGTTATGAAGGAAACGAAG 
CTTTGAAAAAGTCCGAAAGTTGTACAGCCGCGGACGAGAGGTCGTACTCTGAAGAAACTT 
CAGAAGATATCTTTCACGGACACGACAAACAGGTAGTTGAAGGCCAAAATGATTTCACTG 
GGAAAAATATTGAGAATGAAAGCCAGAAATTAATGGGGGAAGGGAATCATAAGTTACCGT 
TGTCTGCCGAAGCTGACATTATAGAACCTGGTAAGGATATTCAAGATCAAGCCGAGGATT 
TGTTTACGCAGAGCAGCGGAGACTTGGGAGAAGTTTTGCCATGGGAATCTACTGATAAAA 
ACGCTGATGTAACGAGCAAATCCCAAGAGAAACATGAAGATTTATTTGCTGCTTCTGGAA 
ACGATGAGAAACTTCCTTGGGAAGTTTCTGACGGTGAAGTATCATCGGGAAAGACGGAAA 
ACAGCATGCAGACTAGTACTGAGAAAATAGCTGAGCAAAAGTTTTCGTTTTTGGAAAACG 
ACGACGACCTTTTGGACGACGACGACAGCTTTTTGGCTTCTTCTGAGGAAGAAGACACAG 
TACCTAATACCGATAATACAACGAATTTAACCTCAAAACCAGTTGAAGAAAAAAAGGCTT 
CAAGATATAAACCTATTATCGAGGAGGAAGCAGGAATGCGTCAAGAGCAAGTTCATTTTA 
CCAATACTACTGGCATTGTAACACCGCAGCAGTTCCACGGTTTGACTAAAACTGGACTAG 
GCACCCCCAACCAACAAGTCAGTGTACCAAATATAGTTAGTCCTAAGCCTCCTGTGGTAA 
AAGACAATCGTTCAAATTTTAAGATAAATGAGGAGAAAAAGAAGTCTGATGCTTACGATT 
TTCCACTGGAAATTATTTCAGAAAGTTCCAAGAAGGGTCACGCAAAGCCGGTTGCCGTTC 
CTACTCAAAGGTTTGGCTCAGGGAATTCTTTTAGTTCTTTGGACAAACCAATTCCACAGA 
GCAGGAAAGGCTCTAATAACTCAAATAGGCCACCCGTGATCCCATTGGGGACGCAGGAGC 
CTCGATCTTCGAGAACTAACTCAGCGATCTCGCAATCTCCCGTTAATTATGCTTTCCCTA 
ACCCATACAAAATTCAACAACTACAACAGGCTCCTATCCAATCAGGTATGCCTTTACCAA 
ATACCAACATACCTCCCCCAGCATTAAAAGTGGAAACCACCGTTTCTGCTCCTCCAATTC 
GGGCAAGAGGGGTCAGCAATGCCTCCGTGGGAAGTTCAGCGTCTTTTGGTGCTAGACATG 
CAACACAGTACGGCCTCAATAACGGGGTACCTCCGGTTTCGCCATATGGTCAAGCTACCA 
TAAATTTGCCAACTGCGAATAAGTATGCCCCCGTCTCTCCTACAGTTCAGCAGAAGCAAT 
ATCCATCAGTTGTGCAAAACCTTGGCGCTTCGGCCGTAAATACCCCCAATTTTGTAAAGA 
CCCATAGAGGCCATACAAGCTCTATTAGTTCGTATACACCAAACCAGAATGAACACGCCT 
CTAGATACGCACCCAACTATCAACAATCTTATCAGGTGCCATATACCTCACAACCTGTTG 
GTCCTGTAGCTGGGAATTCAAGCTATCAAAGCCAAACCCGAAGTTCTTATGCAGTTCCTA 
TGATGCCCCAGGCTCAAACTTCAGCAAGTATTCAGCCTCACGCGAACATTCAACCGCCTA 
CTGGCATTTTACCTTTAGCCCCCTTACGACCTCTAGACCCCTTACAAGCCGCTACGAACT 
TGCAACCCCGTGCAAGCAACATAACGGCTGCAAATTCACTACCTCTTGCAAATTTGCCAC 
TTGCTGAAAACATACTGCCAGAAATTATCACGCATCGAGCTACAAGTAGTGTTGCACCAC 
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CACGACAGGAAAATAATCCAATTAAAATAGACAACGAGGCTTTATTACGCCGTCAATTTC 
CGATTTTTCATTGGAGTGCTGCAAACAAGGTCGTGTACGCAGTCCCCCCTATCCCTGACC 
AATCGCAGTACATGATTTCATCAAGCATTGTACAGGAAATAAAAGTGACACCAATTGACC 
AGATAATTAAACCGAACGATATGCTCAAAAGCTTCCCAGGTCCTTTGGGTAGTGCCAAAT 
TAAAAAAAAAGGATTTAACCAAATGGATGGAAACCACTATTAAATCCATATCTGAAAATG 
AATCATCCACTGATATGACTATATGGCAACTATTGGAAATGAAACTAAACGATAAAGTTA 
ACTGGAAAAATATTTCAAAACTACTATACAATTCTGACGAACTTTTAATGTACCTATCTC 
AGCCCTTTCCAAACGGTGACATGATTCCAAATGCATATAGACTGGATATAAATTGTCAGA 
TGAGAGTCCTGGCGTTCTTACAAACGGGAAATCACGATGAGGCACTTCGCTTAGCTTTAA 
GCAAGAGGGATTATGCCATTGCACTATTGGTTGGCAGTTTAATGGGTAAAGACAGATGGT 
CTGAAGTCATTCAGAAATATTTATATGAAGGGTTTACTGCGGGGCCAAACGACCAAAAAG 
AATTGGCACACTTTCTGCTCCTTATCTTTCAAGTATTTGTTGGTAACTCCAAAATGGCCA 
TAAAAAGTTTCTACACTAATAATGAGACCAGTCAATGGGCATCCGAAAACTGGAAGAGTA 
TCGTTGCAGCTGTTCTGATTAATATCCCAGAAAATAATGAAGATCCACTACTTATACCAC 
CTGTTGTCCTTGAATTTTTGATAGAGTTCGGTATATTCCTCACCAAAAAGGGCTTGACAG 
CCGCAGCTAGTACATTATTTATTATTGGTAACGTACCACTTTCTAATGAGCCAGTAATGG 
CAGATTCAGACGTTATATTTGAAAGTATTGGAAACATGAATACTTTTGAAAGCATTCTAT 
GGGATGAAATCTACGAGTATATATTCTCGTATGACCCTAAATTCAAAGGATTTTCATCTA 
TTTTGCCCCAGAAGATATACCATGCATCTCTTTTACAAGAACAAGGTTTGAACAGCCTGG 
GGAC/^AAGTATACTGATTACCTCAGTTCCTCAGTTCGAAAACTGCCTAAGAAAGATATTT 
T AAC AATAAACC TC ACTCGTGAATTGAGTG AGGTGGCTAGTAGGCTTTC CG AGTCTAATA 
CAGGATGGCTTGCAAAACCAAAACT7LAGCAGCGTATGGGGTCAATTAGATAAATCCTTCA 
ATAAATATATTGGTGGCGATGATATTGATGCATTGAATAAAAAAAATGATAAAAAGAAAG 
TTTTTGATGGGTTCACACCGGGATCTTCTGCCAATTCGTCAACTGTGGATCTCACCCAAA 
CATTCACACCTTTCCAAGCTCAAGTTACTTCGCAAAGCTATGTGGATACTACAGCTCTTT 
TGCATAATGCCCATAATGTACCAAGCCATAGTGTGCTGCATTCAAAGCCTTCCAATGTGT 
CAAAGGGGTTAGTTGAAGCAAACTTACCGTATACGCATAGGATCGGTGATAGTTTGCAGG 
GATCTCCTCAGCGCATTCATAATACACAGTTCGCTGCTGCTGAGCCTCAAATGGCTTCTT 
TGAGAAGAGTTAGAACAGACCAGCATACAAACGAAAAGGCTTTGAAGAGTCAGCAGATTT 
TAGAGAAAAAGTCTACGGCCTACACTCCACAATTTGGACAGAACCATAGCGTTCCAATGG 
AAAAGTCTAATTCGAATGTGCCATCTTTATTTGCCGACTTCCCTGCTCCACCCAAACTTG 
GAACAGTGCCGTCTAATTATGTGTCTAGTCCTGACTTAGTAAGAAGGGAGTCTATCATAT 
CTACCGGATCAGAATTTCTTCCTCCTCCCAAAATTGGGGTACCTACTAAAGCTAATTCCT 
CGCAGGGATCGCTTATGTACTCACCAAGTGTGGAAGCTTTGCCTATCGACCCTGTCGTCC 
CGCAAGTTCATGAGACGGGATACAATGATTTTGGTAACAAACATTCTCAAAAAAGTATGC 
CTGAAGATGAATCTCACACATCACATGATAATAGCAATGCTGATCAAAATACATTAAAAG 
ACTCTGCAGATGTTACAGATGAAACAATGGATATTGAAGGACCTGGCTTCAACGATGTGA 
AGAATCTTCTTCCTATGGAGCCCAACCACCAGCCTACGTCTACAGTAAATCCTATACAAA 
CTATTAGTGACGATATCCAACCGATTCTTCAAACTAACGTGGAGGTCCGGGGTACTGATG 
CATCGAAAATGGAAAATTCACTTCCCTCCATTGAAAATGAAAGAAGTAGCGAGGAGCAGC 
CAGAAAACATTTCAAAATCAGCATCATCAGCATATTTACCATCAACTGGTGGATTGTCAC 
TCGAAAACAGACCGCTAACTCAGGATGAAAACAGTATCTCAGAGACAGTTCAATCCACAT 
ACTTGCCAGCAGGAAGTATTTCAATGGAAGCTAAACCAATTTCTCAAGTGCAAGATGTTC 
CAAGAAATGTTAATAATAAAGCATCCAAACTTGTGGAGCAACATATGGCACCACCAAAGC 
CAAAAAGTACTGACGCAACCAAAATGAACTACTCACCATACGTGCCTCAATCAACTGCCG 
CTAGTGCAGATGGCGATGAATCAACGATTCTGAAAACATCGCCTGCTATATATGCAAGAA 
CTCACCAAGCACATGCATCCAATCCATCACAATACTTTCCTTTGGTCAACCAAGCAAATG 
AAACTGCTTCATTCGAATTATCTGAATCAACATCCCAGGCACAAAGTAATGGAAATGTTG 
CTTCAGAAAATAGATTCAGCCCAATAAAGAAAGCCGAAGTCGTCGAGAAAGACACTTTTC 
AACCTACTATTAGGAAGGCTTCAACTAACCAATACAGGGCTTTTAAACCGTTGGAATCAG 
ATGCGGATAAATACAATGACGTTATTGAAGATGAATCCGATGACGACAATATGTCTACTG 
ATGAGGCAAAGAACAGAAAGGAAGAAAAAAAGAATGTGAATATGAAAAAGGAAACAAAAC 
CAAGTAACAAGGACATAGATGACAAGTCTAATGGTTGGTTTGGTTGGTTGAAGAAAGATA 
CTGGCGACAAAAAAGTGTATAAGGCCAAGCTAGGTCATAAAAACACACTATACTATGATG 
AAAAATTGAAACGTTGGGTGAATAAGGACGCAACCGAAGAGGAAAAACAAAAAATTATTG 
AAAGTTCGGCACCACCACCTCCTCCAATCGTGAAACGTAAAGATGGCGGCCCAAAGACAA 
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AGCCACGTTCAGGCCCCATCAATAATTCCCTACCTCCAGTACATGCCACATCAGTTATTC 
CGAACAATCCAATCACTGGTGAGCCTTTGCCGATCAAAACATCCCCTTCTCCTACAGGAC 
CCAATCCAAACAATTCTCCATCACCATCCTCTCCCATATCAAGGATTTCTGGCGTAAACT 
TGACTAGCAAAAAGGCAAACGGTTTGGATGATTTATTGAGTTTGGCAGGAGGACCCAAAC 
CAGCAAGTACGAGAAGGAAGAAGAAAACAGCGAGAGGCTATGTTAATGTAATGGATAACA 
TACAATAA 

>YPL085W, 2195 aa (SEQ ID NO 384) 

MTPEAKKRKNQKKKLKQKQKKAAEKAASHSEEPLELPESTINSSFNDDSVNRTESDIASK 
SDVPPVSSSTNISPANETQLEIPDTQELHHKLLNDSDQHDITADSNDLPDNSIVEHDSVI 
TQTKPAMSQEYEETAAHLSSRNPSLDVVAGELHNNNEHTQKIAVSAVEEDSFNEEEGENH 
DSIIISSLNDATPSQYNHFLPSDGNLLSPELSSGDTPTHNVPLGTKDNEINDDEYCNDKE 
ISLNANNVLPDELSKEEDERLKLETHVSTEEKKQDIADQETAENLFTSSTEPSENKIRNS 
GDDTSMLFQDDESDQKVPWEEDVKKDFHNENTNNTQESAPNTDDRDKGYEGNEALKKSES 
CTAADERSYS EET SEDI FHGHDKQ WEGQNDFTGKNI ENE SQKLMGEGNHKL PL SAEADI 
IEPGKDIQDQAEDLFTQSSGDLGEVLPWESTDKNADVTSKSQEKHEDLFAASGNDEKLPW 
EVSDGEVSSGKTENSMQTSTEKIAEQKFSFLENDDDLLDDDDSFLASSEEEDTVPNTDNT 
TNLTSKPVEEKKASRYKPIIEEEAGMRQEQVHFTNTTGIVTPQQFHGLTKTGLGTPNQQV 
SVPNIVSPKPPWKDNRSNFKINEEKKKSDAYDFPLEIISESSKKGHAKPVAVPTQRFGS 
GNSFSSLDKPIPQSRKGSNNS^TRPPVIPLGTQEPRSSRTNSAISQSPVNYAFPNPYKIQQ 
LQQAP I Q SGMPLPNTN I PPPALKVETTVSAPPI RARGVSNASVGS S ASFGARHATQYGLN 
NGVP PVS PYGQATINLPTANKYAP VS PTVQ QKQ Y PS WQNLGASAVNT PNF VKTHRGHT S 
SISSYTPNQNEHASRYAPNYQQSYQVPYTSQPVGPVAGNSSYQSQTRSSYAVPMMPQAQT 
SASIQPHANIQPPTGILPLAPLRPLDPLQAATNLQPRASNITAANSLPLANLPLAENILP 
EIITHRATSSVAPPRQENNPIKIDNEALLRRQFPIFHWSAANKVVYAVPPIPDQSQYMIS 
SSIVQEIKVTPIDQIIKPNDMLKSFPGPLGSAKLKKKDLTKWMETTIKSISENESSTDMT 
I WQLLEMKLNDKVNWKNI SKLL YNSDELLMYLSQ PF PNGDMI PNAYRLD INCQMRVL AFL 
QTGNHDEALRLALSKRDYAIALLVGSLMGKDRWSEVIQKYLYEGFTAGPNDQKELAHFLL 
LIFQVFVGNSKMAIKSFYTNNETSQWASEm^SIVAAVLINIPE^EDPLLIPPVVLEFL 
IEFGIFLTKKGLTAAASTLFIIGNVPLSNEPVMADSDVIFESIGNMNTFESILWDEIYEY 
IFSYDPKFKGFSSILPQKIYHASLLQEQGLNSLGTKYTDYLSSSVRKLPKKDILTINLTR 
ELSEVASRLSESNTGWLAKPKLSSWGQLDKSFNKYIGGDDIDALNKKNDKKKVFDGFTP 
GSSANSSTVDLTQTFTPFQAQVTSQSYVDTTALLHNAHNVPSHSVLHSKPSNVSKGLVEA 
NLPYTHRIGDSLQGSPQRIHNTQFAAAEPQMASLRRVRTDQHTNEKALKSQQILEKKSTA 
YTPQFGQNHSVPMEKSNSNVPSLFADFPAPPKLGTVPSNYVSSPDLVRRESIISTGSEFL 
PPPKIGVPTKANSSQGSLMYSPSVEALPIDPWPQVHETGYNDFGNKHSQKSMPEDESHT 
SHDNSNADQNTLKDSADVTDETMDIEGPGFNDVKNLLPMEPNHQPTSTVNPIQTISDDIQ 
PILQTNVEVRGTDASKMENSLPSIENERSSEEQPENISKSASSAYLPSTGGLSLENRPLT 
QDENSISETVQSTYLPAGSISMEAKPISQVQDVPRNVNNKASKLVEQHMAPPKPKSTDAT 
KMNYSPYVPQSTAASADGDESTILKTSPAIYARTHQAHASNPSQYFPLVNQANETASFEL 
S E STSQ AQSNGNVAS ENRFS P I KKAE WEKDTFQ PTIRKASTNQYRAFKPLES DADKYND 
VIEDESDDDNMSTDEAKNRKEEKKNVNMKKETKPSNKDIDDKSNGWFGWLKKDTGDKKVY 
KAKLGHKNTLYYDEKLKRWVNKDATEEEKQKIIESSAPPPPPIVKRKDGGPKTKPRSGPI 
NNSLPPVHATSVIPNNPITGEPLPIKTSPSPTGPNPNNSPSPSSPISRISGVNLTSKKAN 
GLDDLLSLAGGPKPASTRRKKKTARGYVNVMDNIQ 

>YPL190C, 2909 bp, CDS: 501-2909 (SEQ ID NO 387) 

TAATCTTCGCTACTTCAAGTTTCATAATCAATCGACTTTCTGTATGGGTAAGCATCTGGT 

GTGATGCAGTTTCATTATGACACCACAAATACAAAAGAGACTATTTAAATATGTATATAG 

ATCACATTCCAAAAAAGAAAACCATTAATAATATCACTCTTTAATATTCCAAATTGAAAC 

GAAAAAGCGCTATTCTTATTCGCTTCCTAACTACCGCCCTAGTTCGTGCTTGCATTTTTT 

TGTAGAACGATAAATTATGGTATCCCACGTGATTGAGTGTAACCCTGAATTGTTGAAGAG 

AAAATGAAGCGGAAGAAGCAAAGGACAAAAAACAATTCATTTGATTTTGCCACTTCTAAA 

TGAAGGTCTAATAAAAGCTATCTTGAGCATCTTTATTAGATTCTGCACAGCAACAAGCGA 

TTTTCTTTGGTCAAAATATAATAATTGACTTACGTTTTTCCCGGACTGTCCTTTCATAAT 

ATAATAACCATCTGCAAGCCATGTCAGATGAAAACCATAACAGTGATGTTCAAGATATTC 
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CTTCACCTGAACTATCCGTCGATAGTAACTCTAACGAGAATGAATTGATGAATAACTCAA 
GCGCAGACGATGGAATCGAATTTGACGCCCCAGAGGAAGAAAGAGAAGCCGAAAGGGAGG 
AGGAAAATGAAGAACAACACGAACTGGAAGATGTGAACGATGAAGAGGAGGAAGATAAGG 
AGGAAAAAGGAGAGGAAAACGGGGAAGTAATAAACACAGAAGAAGAAGAAGAAGAAGAAC 
ATCAACAAAAAGGCGGAAATGATGATGACGATGATGATAATGAAGAGGAAGAAGAGGAAG 
AAGAGGATGATGACGATGATGATGATGACGACGATGATGATGAAGAAGAAGAAGAAGAAG 
AAGAAGAAGAAGGCAACGACAACAGTTCGGTAGGCTCAGATAGTGCCGCTGAAGACGGTG 
AGGATGAGGAAGACAAAAAGGATAAAACCAAAGATAAAGAGGTCGAACTTCGCCGTGAAA 
CATTGGAAAAAGAACAAAAGGACGTAGATGAAGCTATAAAAAAAATAACTCGTGAAGAAA 
ATGATAATACTCACTTTCCAACTAATATGGAAAATGTTAATTACGATCTTTTACAAAAGC 
AAGTCAAGTACATTATGGACAGTAACATGCTAAATTTGCCTCAGTTTCAACATTTACCTC 
AAGAAGAAAAGATGTCTGCGATTTTAGCAATGTTAAATTCAAATTCTGACACAGCTCTTT 
CCGTACCTCCTCATGATAGTACTATCTCAACAACAGCTAGCGCCTCAGCCACAAGCGGCG 
CAAGAAGCAATGATCAAAGAAAACCTCCATTGTCAGATGCCCAAAGACGTATGAGATTTC 
CTAGGGCGGATTTATCTAAGCCGATTACCGAAGAAGAACACGACCGTTATGCAGCCTATT 
TGCACGGTGAAAATAAAATCACCGAGATGCACAATATTCCTCCGAAGTCAAGATTATTCA 
TTGGTAATTTGCCGCTAAAGAACGTTTCTAAGGAGGATTTATTTAGGATTTTCTCTCCAT 
ACGGTCATATCATGCAAATCAATATCAAAAATGCCTTTGGATTCATTCAGTTTGACAACC 
CTCAAAGCGTTAGAGATGCAATTGAATGCGAGTCTCAAGAAATGAACTTTGGCAAAAAGT 
TGATCCTGGAAGTTTCTAGCTCGAATGCTCGTCCTCAATTTGATCATGGTGATCACGGTA 
CAAACAGTAGTTCTACTTTTATTTCTTCCGCAAAACGACCATTTCAAACTGAATCTGGTG 
ACATGTACAATGACGACAATGGTGCTGGCTACAAGAAATCCAGAAGACACACCGTTTCTT 
GCAACATTTTCGTTAAAAGAACCGCAGATCGTACGTATGCCATTGAGGTTTTCAACAGGT 
TTAGGGACGGGACTGGTTTGGAAACTGATATGATTTTCTTGAAACCAAGAATGGAACTGG 
GAAAGCTTATCAATGATGCCGCATATAATGGGGTGTGGGGCGTTGTTTTAGTTAATAAAA 
CACACAATGTAGATGTTCAAACTTTCTACAAAGGCTCACAAGGTGAAACGAAATTTGATG 
AATATATTAGCATATCCGCTGATGACGCAGTTGCCATTTTTAATAACATCAAAAACAACA 
GAAATAATTCTCGTCCTACTGATTACCGTGCTATGAGCCATCAGCAAAACATATATGGCG 
CTCCTCCTCTTCCTGTTCCAAACGGCCCAGCTGTCGGACCTCCTCCTCAAACAAACTATT 
ACCAGGGTTACAGTATGCCTCCTCCACAACAACAACAGCAACAGCCATATGGTAATTATG 
GGATGCCACCACCATCCCATGACCAAGGATATGGTTCTCAACCTCCAATTCCAATGAATC 
AGAGCTACGGTCGCTACCAGACTTCTATTCCACCACCACCTCCACAACAACAAATTCCTC 
AAGGGTATGGTCGTTATCAGGCTGGTCCGCCTCCTCAACCACCTTCTCAAACTCCAATGG 
ACCAGCAACAACTATTATCTGCCATTCAAAACCTTCCACCTAACGTTGTATCGAATTTGC 
TTTCAATGGCCCAACAACAGCAACAACAACCTCATGCTCAGCAGCAATTGGTTGGTTTAA 
TACAATCAATGCAAGGCCAGGCTCCTCAACAACAGCAACAACAGTTGGGTGGATATTCCT 
CT ATGAACTC ATCCTCTCC CCC TC CTATGAGTACC AATTACAATGGTC AAAATATATCTG 
CAAAACCCTCTGCCCCACCAATGTCACACCAACCTCCGCCACCTCAACAACAACAACAAC 
AACAACAACAGCAACAGCAACAGCAACAGCAACCTGCTGGCAATAATGTTCAAAGTCTAT 
TAGATAGTTTAGCAAAACTACAAAAATAG 

>YPL190C, 802 aa (SEQ ID NO 388) 

MSDENHNSDVQDIPSPELSVDSNSNENELMNNSSADDGIEFDAPEEEREAEREEENEEQH 

ELEDVNDEEEEDKEEKGEENGEVINTEEEEEEEHQQKGGNDDDDDDNEEEEEEEEDDDDD 

DDDDDDDEEEEEEEEEEGNDNSSVGSDSAAEDGEDEEDKKDKTKDKEVELRRETLEKEQK 

DVDEAIKKITREElTONTHFPTl^ENVl^DLLQKQVKYIMDSNMLNLPQ 

ILAMLNSNSDTALSVPPHDSTISTTASASATSGARSNDQRKPPLSDAQRRMRFPRADLSK 

PITEEEHDRYAAYLHGENKITEMHNIPPKSRLFIGNLPLKNVSKEDLFRIFSPYGHIMQI 

NIKNAFGFIQFDNPQSVRDAIECESQEMNFGKKLILEVSSSNARPQFDHGDHGTNSSSTF 

ISSAKRPFQTESGDMYNDDNGAGYKKSRRHTVSCNIFVKRTADRTYAIEVFNRFRDGTGL 

ETDMI FLKPRMELGKLINDAAYNGVWG WLVNKTHNVDVQTFYKGSQGETKFDE YI S I SA 

DDAVAIFNNIKNNRNNSRPTDYRAMSHQQNIYGAPPLPVPNGPAVGPPPQTNYYQGYSMP 

PPQQQQQQPYGNYGMPPPSHDQGYGSQPPIPMNQSYGRYQTSIPPPPPQQQIPQGYGRYQ 

AGPPPQPPSQTPMDQQQLLSAIQNLPPNWSNLLSMAQQQQQQPHAQQQLVGLIQSMQGQ 

APQQQQQQLGGYSSMNSSSPPPMSTNYNGQNISAKPSAPPMSHQPPPPQQQQQQQQQQQQ 

QQQQPAGNNVQSLLDSLAKLQK 
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>YPL201C, 1886 bp, CDS: 501-1886 (SEQ ID NO 389) 

ATTTCATCACTTCATTAGTTATAAAAAGGAGTTCCCATTGCAGGAGAAAATAATCATTGT 

TTATTGTCGCTAATTTTCTTTCCAATAACGATAACTGCAGTTTCCATTTCCAGGTCGCCA 

ATTGGTTGGACAACGTTGATGTTACCTTCCTTGTTATGGAACCATCCATCATTTTCTAGT 

TCTTCTTCTGCAATATTGCCTTTTGGGAAGAAGGATCGAAAGTAGCCATTTGCAGACACG 

TTTTTACTATATTTACTGTATCTTCGATTGCGCGGCTAAAGTTGCCATATTATTATTATA 

TTGCAGCTCAACCCCGCATTTCCGGAGTTTTCTTTTTTTTTATTTGGGGTAATTTGGAGG 

TCGGCGGCTATTGGTGGGCCGGAAATGGTGACACACTTGTAATATATAAGGAGGAAATCC 

TACATGTGTATAAGCGAAATCACAAGGATAATAATGTATTGCTAAACACCCTCAAGAAAG 

AAAATAATCATAACGAAATCATGGGTATACCTATGCAAATATACCAGGATGGGAAGGGGG 

TGCAATTTTACCACACGAGATATCAGAACGTATTTGACGAACGGGCGAGCAAGTATGGCA 

ACTACACGGTGAATAATGATTACCCACAGCTTCCAGATACGATAAAGGAACATATCGACC 

AGCTTACCTTTAGCAATGTCGGAGAGGATGGTGGAGATGTTGGAAACTATTCTGAAGAAG 

ACGATGATGGTGACGAAGAAAAGGAACTTGAAGATGTTTTTCGAAGTAACCGTGGGTTGG 

AATTTGTACGGATTAATAACTATTTTACTACCCACGATTTACAAAGTTTCAAAAGTTTTA 

GAAATTTCAATAGCAAGTACTCGATTTTTTATTCTAATCAAGCAGAGGACAAAAAATTAC 

TGCTGTATGACTTTAACGGCCAACATTTGATTTTTATTAAGCAGCAATTTTACGGGCAGT 

TGAATTTACTGCTATCGGACGCAATAATATGTATGGACTGCAATTTTGGTTATAATTCAA 

ACACCATTCAAATTTTAGTTGGATTTCAGAATGGAAAGTTGTTAAAGCTAAACTGCGACT 

TGAACG^AAACGTAAACAATCACTTGCTTTTGAAGGATCCTTCAACTTCCTCTCATCAAA 

GCCACCTATCTATATTAAATGTCTGGGCAGGTTTGTTGCCACATTTCGTTGTTTCTTTTA 

GTTTGAAAGATGGGCTGCTAATAACTTCTTTAGATCACCAACAAAGCAATGGAAGTTTTC 

AAAGTTTCCATACCAACATTGATTTGCCTGTAGATCTACGCACGACCACAAATGTCAAGT 

CCGTTTTAAATTTCCCTCAGTTTACTTTATACAAAGGAAATGATATGATTTTCCACTGCA 

AGAATCTATTAGGATCGGATGCTTCCACGCTAAACAAGGAAATAAACTTTATGCTTAAAA 

TAGACGAAGACGTTCAAAAGATCGACTATCTTCTTAAAACGAATCACATTTTACTCGAAA 

C C AAC ATGAGATATCTGTCCATTCC AAC AAGAGACC CC ATAGAGAATTC AAATTCTTCTC 

CACCCGTCTCAGACAGCGAGGTTTATCCAATATTTTACAAGACACAAGAACTTCATGTCC 

ATGCTTCAGGAACAGGACGTCAGATAGCAAACAATGGGAAGTATATTTTTATAACCGAGC 

AACATCTCTACGGAACAGCGTTATCGGTATACAAGTACTCTATATCTTTCAAACGGTGGC 

TGTTCGTGGGCTACTCAGACATTAGGGCCAAATACGGTATAAGGAGTGTCAAAGATCTCT 

TTGTTGGTAACTGTCCCTCTGTAAATAGCCCAGTGCTGACAATTCTTACTGATGACAATA 

ACATTCAAACAATTCTTCTTAAATAA 

>YPL201C, 461 aa (SEQ ID NO 390) 

MGIPMQIYQDGKGVQFYHTRYQNVFDERASKYGNYTVNNDYPQLPDTIKEHIDQLTFSNV 
GEDGGDVGNYSEEDDDGDEEKELEDVFRSNRGLEFVRINNYFTTHDLQSFKSFRNFNSKY 
WIFYSNQAEDKKLLLYDFNGQHLIFIKQQFYGQLNLLLSDAIICMDCNFGYNSNTIQILV 
GFQNGKLLKLNCDLNGNVNNHLLLKDPSTSSHQSHLSILNVWAGLLPHFVVSFSLKDGLL 
ITSLDHQQSNGSFQSFHTNIDLPVDLRTTTNVKSVLNFPQFTLYKGNDMIFHCKNLLGSD 
ASTLNKEINFMLKIDEDVQKI DYLLKTNHI LLETNMRYL.S I PTRDPI ENSNS S PPVSDSE 
VYPIFYKTQELHVHASGTGRQIANNGKYIFITEQHLYGTALSVYKYSISFKRWLFVGYSD 
I RAKYG I R S VKDL FVGNC P S VNS P VLT I LTDDNNI QT I LL K 

>YPR028W, 1176 bp, exonl : 501-551, intronl : 552-684, exon2 : 
685-1176 (SEQ ID NO 393) 

ACAAACCCTGTCAATCTCCTGAAAAACAAAAATTAAGTGCTTGAGAAGACCTTCAGAAGA 
GTTGCATAGATAGGATGGGTGAGCGCAATTACTAGTTACGCAGTAAGTAGGTTATATGGC 
TGCTGGAGGGGCAGTACTGATTTAATCACAATCCGGATTAAACTTCCTCCTGAAAAAAAA 
AAAACTACATCAAGTCAAAAGATTTTCATTCACTCTTTGGAAGGCTGTGTGGCATTCTAA 
CCTTTATTTTTTTATCACCATTCTCGAATTTTCGTGGTTCGCTTTCTTAGCGCCGTTATT 
CTCTCTTCTTGTCCACGTCAAAGGGAGTATGCGTAACCCCTTTCAAGGTTGAACGAAAAA 
AAAAAAAATATGTCCTTCAAAATTTTTTTTGATTTAAAACTAAAAAACATTCCCTTGAAG 
CTTGTTATTCCGAAAGAAAGAATCTAAAATTGCAATTGGTAGTGAAAACAAATAAACAAA 
GACATAACCGCACTCCAATCATGTCCGAATATGCATCTAGTATTCACTCTCAAATGAAAC 
AATTCGATACCGTATGTAAGATGGTTTTATTGGTTCCATCGTCATCATGGTTCAAACAGC 
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CAAATGACCCGACACACGTAACCGAAGCAGTTATACTAACAAGAAAGCTAATTTTCACCC 
TCCTTGCTACATTTTTTTCTACAGAAGTACTCTGGTAATAGAATTTTACAGCAATTAGAA 
AATAAAACTAATTTGCCTAAATCTTATTTAGTTGCTGGTTTAGGTTTCGCTTATCTCCTT 
TTGATTTTTATTAACGTCGGAGGTGTAGGTGAAATTCTTTCCAATTTTGCTGGGTTTGTG 
OTGCCAGCATATTTATCGTTGGTTGCTTTGAAGACACCAACGTCCACCGATGACACACAA 
CTCTTGACCTACTGGATTGTCTTTTCATTTTTGAGTGTCATTGAATTCTGGTCCAAGGCA 
ATTCTATATTTGATTCCATTCTACTGGTTTTTGAAAACCGTTTTCTTAATCTACATTGCC 
TTGCCTCAAACTGGTGGCGCTAGAATGATCTATCAAAAGATCGTAGCCCCATTGACCGAC 
AGATATATCCTAAGAGATGTTAGCAAGACAGAAAAGGATGAAATTAGAGCTTCCGTCAAT 
GAGGCTTCTAAGGCTACAGGTGCTTCTGTTCATTAA 

>YPR028W, 180 aa (SEQ ID NO 394) 

MSEYASS IHSQMKQFDTKYSGNRILQQLENKTNLPKSYLVAGLGFAYLLLI FINVGGVGE 
ILSNFAGFVLPAYLSLVALKTPTSTDDTQLLTYWIVFSFLSVIEFWSKAILYLIPFYWFL 
KTVFLIYIALPQTGGARMIYQKIVAPLTDRYILRDVSKTEKDEIRASVNEASKATGASVH 



YDR145W, 2120 bp, CDS: 501-2120 (SEQ ID NO 99) 

AAGTGATTATCTGAATAATGAAAGATGGTAGGAAATAAGGTATTGAAACA 

GGTTCAAAACTTTAAAAGAAAACTGCCAAATAAACTTTCTCGATGCGTAG 

CTGAAATTTCAACTTCAAAAAAAAAAAAACGCGTGTAACTTTCTACGTGC 

AAAACGATGTGTATGAATCCCGTCTTAATTAGTA71ATAGGGTCTAGTAAG 

CGTAGCGAGGATGAATTAAATGCATTGTTGAATATGAAGAGCACCTTATG 

GTATATAAATGTACAATCTTGATTCATGACAGCTTTGCAAGTAAACGTAT 

CAAATGAATATCACGATTTTGGCTGTATTACCCGGGCAGTATACGCGGCG 

AATTTTGTTAAAAAATGTGTTAGACTTAAGTCGGAGCAAATGAATAATGG 

GCATATATAGCGCATAGGTTCGCTAGTGTAAGACAGGAGACTGTCCAATA 

GCATTCGAATCATAACCGAATCTTTGCCAGTGTGTGTATAAAATACGACA 

ATGTCTTCCAATCCAGAAAATTCTGGTGTTAATGCGAATAATAATACGGG 

CACTGGTAACGCTGATGCGATCACAGGAGCTCAGCAAAATATGGTACTGC 

AACCGAGACAGTTGCAAGAAATGGCCGCTAAGTTCAGGACATTACTGACT 

G AAGC AAG AAATGT AGGTG AAAC T AC TC CT AGGGGC AAGG AATTG ATGTT 

CCAAGCCGCAAAGATCAAACAGGTATATGATGCCCTTACACTGAATAGGA 

GAAGACAACAGGCTGCGCAAGCCTACAATAATACTTCAAATTCAAATTCA 

AGCAATCCAGCTTCTATTCCTACTGAAAATGTCCCTAATTCATCACAGCA 

ACAACAACAACAACAACAACAGACAAGAAACAACAGTAACAAATTTAGCA 

ATATGATAAAACAGGTTCTCACCCCGGAAGAGAACCAAGAATATGAAAAG 

CTATGGCAGAATTTCCAAGTCCGTCATACGAGTATAAAGGAGAAAGAGAC 

CTACTTGAAACAAAATATTGATAGGTTAGAACAAGAAATAAATAAACAGA 

CGGACGAAGGGCCCAAGCAGCAGCTACAAGAAAAGAAAATTGAACTGCTT 

AACGATTGGAAGGTGCTAAAAATTGAGTATACCAAGCTGTTCAATAATTA 

TCAAAACAGTAAAAAAACATTCTATGTAGAGTGTGCAAGACACAATCCGG 

CTTTACATAAATTCTTGCAAGAAAGCACTCAACAGCAACGAGTGCAGCAA 

CAAAGGGTACAACAACAACAACAACAACAGCAGCAGCAGCAGCAACAGCA 

GCAACAGCAACAGCAACAGCAACAGCAACGCCAGGGTCAAAACCAAAGAA 

AGATTTCTAGTTCTAATTCTACTGAAATACCCTCTGTAACCGGCCCTGAT 

GCACTGAAATCGCAGCAGCAGCAGCAGAATACAATAACTGCCACCAATAA 

TCCC AGGGGC AATGTTAAC AC TTC AC AG ACTGAACAATCGAAAGCT AAGG 

TAACCAATGTAAATGCAACGGCATCTATGTTGAATAATATAAGTTCGAGC 

AAATCGGCAATATTCAAACAAACAGAGCCTGCCATACCCATATCGGAAAA 

TATATCTACCAAAACACCAGCACCGGTAGCTTATAGATCCAACAGACCTA 

CAATAACTGGAGGTTCTGCTATGAATGCCAGTGCTTTGAATACACCAGCA 

ACAACTAAATTACCACCCTATGAAATGGATACTCAGAGAGTTATGTCAAA 

GCGTAAATTAAGAGAGTTAGTGAAGACTGTCGGAATTGATGAGGGTGACG 

GTGAAACTGTCATTGACGGTGATGTTGAGGAATTACTATTGGATCTTGCC 

GACGATTTTGTTACTAATGTTACAGCTTTTTCTTGTAGATTGGCAAAACA 

CAGAAAATCGGACAATTTGGAGGCAAGAGACATTCAGTTACATTTGGAGA 
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GAAATTGGAATATTAGGATTCCTGGTTATTCCGCAGACGAAATAAGAAGT 
ACAAGAAAATGGAATCCCTCTCAAAATTATAACCAGAAATTGCAGAGTAT 
CACATCAGATAAGGTAGCAGCTGCAAAAAACAATGGAAACAATGTTGCAA 
GCTTGAATACAAAAAAATAA 

YDR145W, 539 aa (SEQ ID NO 100) 

MSSNPENSGVNANNNTGTGNADAITGAQQNMVLQPRQLQEMAAKFRTLLT 
EARNVGETTPRGKELMFQAAKIKQVYDALTLNRRRQQAAQAYNNTSNSNS 
SNPASIPTENVPNSSQQQQQQQQQTRNNSNKFSNMIKQVLTPEENQEYEK 
LWQNFQVRHTSIKEKETYLKQNIDRLEQEINKQTDEGPKQQLQEKKIELL 
NDWKVLKIEYTKLFNNYQNSKKTFYVECARHNPALHKFLQESTQQQRVQQ 
QRVQQQQQQQQQQQQQQQQQQQQQQQRQGQNQRKI SS SNSTEI PSVTGPD 
ALKSQQQQQNTITATNNPRGNVNTSQTEQSKAKVTNVNATASMLNNISSS 
KSAIFKQTEPAIPISENISTKTPAPVAYRSNRPTITGGSAMNASALNTPA 
TTKLPPYEMDTQRVMSKRKLRELVKTVGIDEGDGETVIDGDVEELLLDLA 
DDFVTNVTAFSCRLAKHRKSDNLEARDIQLHLERNWNIRIPGYSADEIRS 
TRKWNPSQNYNQKLQSITSDKVAAAKNNGNNVASLNTKK 

YDR216W, 4472bp, CDS: 501-4472 (SEQ ID NO 109) 

CAAAGAACAACGCCTTAAAAATAGGAAAACGTTTTCGCTACAGGTGTTGT 

TATTATTGTTGTTGTGCTGTTGTTTATTGTGCTATACTTGTGGTATTTAT 

TCTGGACTTCCGATCGGAAATTTTCTTCCCTTGAAGACCTTTTGAAGACA 

ACAGTTATATATCATTGATCTGAATTTCTCAGGCTATTTTCAAAATTCCA 

TACCTCCTTATTCCAACATTTGCTCGACTACTATAGAAAAGCCTTATTCT 

TTTATCTTTGAAAGAAAGAAAAGGTGTCATAGCAAAAGTTTATTGTTACT 

CTGTTTTGATATACTCCCTCTTATTCGTTGGAAGTATAAGATTGATTTGC 

ATAAATTAACCAATCATTTTGCTACTTTCCCGGTTCTCCCTTTATTATAA 

ACACTTCAGAAAAATATTCTGCTACTATTCCTTACTTTACTATAAGAATT 

TTGTTTTCCAAAAAAAAAAAATATAAAAAAAATAATCATACTCTATTACT 

ATGGCTAACGTAGAAAAACCAAACGATTGTTCAGGCTTTCCCGTTGTTGA 

CTTGAATTCGTGCTTTTCTAACGGCTTCAATAATGAGAAACAAGAAATAG 

AAATGGAAACGGATGATTCACCGATTTTATTAATGTCATCATCAGCTTCC 

AGAGAAAACTCAAACACTTTCTCTGTGATACAGAGGACGCCAGATGGAAA 

GATCATTACCACAAATAATAATATGAACTCCAAGATTAACAAGCAACTGG 

ACAAGTTGCCCGAA7^ATTTAAGGCTTAATGGTAGAACCCCCAGTGGGAAA 

CTAAGGTCATTTGTTTGCGAGGTTTGTACGAGAGCGTTCGCAAGACAAGA 

GCACTTGAAAAGACATTACAGATCGCATACAAATGAAAAACCTTATCCCT 

GTGGCCTCTGCAACAGATGCTTTACTAGGAGGGACTTACTGATCAGGCAT 

GCTCAAAAAATCCATAGTGGTAATTTAGGGGAAACGATTTCCCATACCAA 

GAAAGTGTCGAGAACTATAACTAAAGCTCGGAAAAATTCTGCATCCTCAG 

TCAAGTTTCAAACTCCAACCTATGGTACTCCAGATAATGGTAATTTTTTG 

AATCGCACTACTGCCAATACAAGAAGAAAAGCAAGCCCTGAAGCTAATGT 

TAAACGTAAGTACTTGAAAAAACTGACGCGCAGGGCTTCATTTAGCGCAC 

AATCAGCATCCAGCTATGCTTTGCCCGACCAATCTTCGCTAGAACAACAT 

CCAAAGGATCGTGTTAAATTTTCTACGCCTGAATTAGTTCCACTTGACTT 

GAAGAATCCTGAACTTGACTCTTCGTTTGACCTGAATATGAATCTAGATT 

TAAACCTAAATCTAGATTCCAATTTCAATATAGCATTAAACCGTTCTGAT 

TCTTCTGGATCAACAATGAATTTGGATTATAAATTGCCCGAATCAGCAAA 

TAACTACACATATTCTTCCGGCTCACCAACCCGCGCATATGTCGGCGCTA 

ACACGAATTCTAAGAACGCTTCATTTAATGACGCAGACTTATTGTCGTCG 

TCGTACTGGATAAAAGCCTATAATGATCATTTGTTTTCAGTATCTGAAAG 

TGATGAAACTTCTCCAATGAACTCTGAATTAAACGACACTAAATTAATCG 

TCCCAGATTTTAAATCGACTATACATCATTTGAAGGATTCAAGGTCCTCC 

TCTTGGACTGTTGCTATAGATAATAATAGCAATAACAATAAGGTATCAGA 

CAACCAACCTGATTTCGTCGATTTTCAAGAACTGCTGGATAATGATACTT 

TAGGTAATGATTTGTTAGAGACCACTGCCGTTTTAAAAGAATTTGAACTT 
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TTACATGATGATAGCGTAAGTGCTACCGCCACGTCAAATGAGATTGACCT 
TTCCCATTTGAACCTATCAAACTCTCCAATTTCTCCTCATAAGTTAATTT 
ATAAGAATAAAGAGGGGACCAATGACGATATGTTGATTTCTTTCGGACTC 
GATCATCCTTCCAATCGCGAAGATGATCTGGATAAGCTATGTAATATGAC 
CAGAGATGTTCAAGCCATATTCAGTCAATATTTGAAAGGAGAAGAGTCTA 
AACGATCCCTGGAAGACTTTTTATCAACGTCAAACAGGAAAGAAAAGCCA 
GATAGCGGCAACTATACTTTTTATGGGTTAGATTGTTTAACGTTATCGAA 
AATATCAAGAGCTCTGCCGGCCTCCACTGTGAACAACAATCAGCCATCGC 
ATTCCATAGAATCAAAGCTATTTAATGAACCAATGAGAAATATGTGCATT 
AAAGTGCTTAGATACTATGAAAAGTTCAGTCATGATAGTAGTGAGAGTGT 
CATGGACTCTAATCCAAACTTGCTGTCCAAAGAATTGTTAATGCCAGCTG 
TGAGTGAATTGAACGAATATTTAGATCTTTTCAAGAATAATTTCCTTCCC 
CATTTCCCTATTATTCACCCAAGCTTGCTTGATTTGGATTTGGATAGCTT 
GCAACGATATACTAATGAGGATGGGTATGATGACGCTGAAAACGCGCAGT 
TGTTTGATCGATTAAGTCAAGGGACAGATAAAGAATATGATTACGAGCAC 
TATCAAATCTTGTCCATTTCGAAAATCGTTTGTTTACCCTTATTTATGGC 
CACATTTGGTTCTTTGCATAAGTTCGGTTACAAATCTCAAACAATAGAAT 
TGTATGAGATGAGTAGAAGAATTCTACATTCTTTTTTGGAGACTAAAAGA 
AGGTGTCGCAGTACAACAGTAAATGACAGTTATCAGAACATTTGGTTGAT 
GCAATCCCTAATATTGAGCTTCATGTTCGCTCTAGTTGCTGATTATTTGG 
AGAAAATTGACTCCTCTTTGATGAAAAGGCAATTGTCCGCATTATGTTCA 
ACGATCAGATCAAACTGTTTACCGACAATTTCTGCAAATTCTGAGAAGAG 
TATCAATAATAACAATGAACCTTTAACATTTGGTTCTCCTCTTCAATACA 
TCATTTTTGAGTCAAAAATTAGATGCACCTTAATGGCTTATGATTTTTGT 
CAGTTCTTGAAATGTTTCTTCCATATTAAATTCGATTTGTCTATAAAGGA 
AAAAGATGTTGAAACCATTTATATTCCCGACAATGAGTCAAAATGGGCCA 
GTGAATCGATAATATGTAATGGGCATGTTGTGCAAAAGCAAAATTTTTAT 
GATTTTAGAAACTTTTATTACAGTTTCACGTATGGACACTTACACTCAAT 
ACCAGAATTTTTAGGGTCATCTATGATTTATTATGAATACGATTTAAGAA 
AAGGAACCAAATCACATGTGTTTTTGGATCGAATCGATACGAAAAGGCTA 
GAGAGGAGTCTTGACACTTCTTCCTATGGCAATGATAATATGGCAGCAAC 
CAATAAAAATATTGCGATCTTAATTGATGACACCATAATTTTGAAAAATA 
ATTTAATGTCAATGAGATTCATCAAACAGATTGATCGCTCGTTTACTGAG 
AAGGTTAGAAAAGGACAAATAGCAAAGATATATGATTCCTTTTTGAACTC 
TGTGAGGTTGAATTTTTTGAAGAATTATTCAGTTGAAGTATTGTGTGAAT 
TTTTAGTAGCGTTGAACTTTTCAATCCGTAATATTTCGTCTTTATACGTA 
GAAGAAGAAAGTGATTGCTCCCAAAGAATGAATTCTCCAGAGCTGCCAAG 
GATCCACCTGAATAATCAAGCGCTTTCTGTCTTCAATTTACAAGGCTATT 
ACTATTGCTTCATCCTAATTATCAAATTTTTATTGGATTTTGAAGCAACT 
CCAAATTTTAAGTTACTGAGAATTTTTATTGAGTTGAGAAGCCTTGCGAA 
TTCTATTTTACTTCCCACACTTTCAAGATTGTATCCGCAAGAGTTTTCTG 
GATTTCCTGATGTTGTATTTACGCAACAATTTATAAATAAAGATAATGGT 
ATGCTTGTCCCTGGTTTATCCGCAAATGAACACCATAATGGTGCAAGTGC 
AGCTGTTAAGACTAAGTTAGCCAAAAAGATCAATGTTGAAGGGCTTGCAA 
TGTTTATTAATGAAATCCTAGTTAACTCTTTTAACGATACCTCTTTTTTG 
AATATGGAGGATCCTATTCGAAATGAATTTTCCTTTGATAATGGGGACAG 
GGCAGTGACAGACTTGCCTCGTTCAGCACATTTCCTATCGGATACCGGCC 
TAGAAGGTATTAACTTCAGCGGCTTAAATGATTCGCATCAAACTGTTTCT 
ACTTTGAATCTTTTACGTTACGGGGAAAATCATTCATCAAAACATAAAAA 
TGGTGGAAAGGGGCAAGGATTTGCCGAAAAGTACCAATTATCTCTGAAAT 
ATGTTACTATTGCCAAGTTATTTTTCACCAATGTTAAAGAAAACTACATT 
CATTGTCACATGTTAGATAAGATGGCAAGTGATTTCCACACTTTGGAAAA 
TCATCTAAAGGGAAACAGTTGA 
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YDR216W, 1323 aa (SEQ ID NO 110) 

MANVEKPNDCSGFPWDLNSCFSNGFNNEKQEIEMETDDSPILLMSSSAS 
RENSNTFSVIQRTPDGKIITTNNNMNSKINKQLDKLPENLRLNGRTPSGK 
LRSFVCEVCTRAFARQEHLKRHYRSHTNEKPYFCGLCNRCFTRRDLLIRH 
AQ K I H SGN LG ETI SHTKKVS RTI TKARKNS AS S VKFQTPT YGTPDNGNFL 
NRTTANTRRKASPEANVKRKYLKKLTRRASFSAQSASSYALPDQSSLEQH 
PKDRVKFSTPELVPLDLKNPELDSSFDLNMNLDLNLNLDSNFNIALNRSD 
SSGSTMNLDYKLPESANNYTYSSGSPTRAYVGANTNSKNASFNDADLLSS 
SYWIKAYNDHLFSVSESDETSPMNSELNDTKLIVPDFKSTIHHLKDSRSS 
SWTVAIDNNSNNNKVSDNQPDFVDFQELLDNDTLGNDLLETTAVLKEFEL 
LHDDSVSATATSNEIDLSHLNLSNSPISPHKLIYKNKEGTNDDMLISFGL 
DHPSNREDDLDKLCNMTRDVQAIFSQYLKGEESKRSLEDFLSTSNRKEKP 
DSGNYTFYGLDCLTLSKISRALPASTVNNNQPSHSIESKLFNEPMRNMCI 
KVLRYYEKFSHDSSESVMDSNPNLLSKELLMPAVSELNEYLDLFKNNFLP 
HF P 1 1 HPS LLDLDLDSLQRYTNEDGYDDAENAQLFDRLSQGTDKEYDYEH 
YQILSISKIVCLPLFMATFGSLHKFGYKSQTIELYEMSRRILHSFLETKR 
RC RSTT VND S YQNI WLMQ SL I LS FMF AL VAD YLEKI D S S LMKRQL S ALC S 
TIRSNCLPTISANSEKSINNNNEPLTFGSPLQYIIFESKIRCTLMAYDFC 
QFLKCFFHIKFDLSIKEKDVETIYIPDNESKWASESIICNGHWQKQNFY 
DFRNFYYSFTYGHLHSIPEFLGSSMIYYEYDLRKGTKSHVFLDRIDTKRL 
ERS LDTS S YGNDNMAATNKNI AI L I DDTI I LKNNLMSMRF I KQI DRS FTE 
KVRKGQ I AK I YDS FLN S VRLNFL KNY SVE VLC EFLVALNF S I RNI S S L YV 
EEESDCSQRMNSPELPRIHLNNQALSVFNLQGYYYCFILIIKFLLDFEAT 
PNFKLLRIFIELRSLANSILLPTLSRLYPQEFSGFPDWFTQQFINKDNG 
MLVPGL SANEHHNGAS AAVKTKL AKKINVEGLAMF INEI L VNSFNDTS FL 
NMEDPIRNEFSFDNGDRAVTDLPRSAHFLSDTGLEGINFSGLNDSHQTVS 
TLNLLRYGENHSSKHKNGGKGQGFAEKYQLSLKYVTIAKLFFTNVKENYI 
HCHMLDKMASDFHTLENHLKGNS 

YBR112C, 3401 bp, CDS: 501-3401 (SEQ ID NO 51) 

GGGTGCCGTATCGGCTCTAATTATTTTATCTCTCTATTTTCTTTCTTTTC 

TCTGCGCTACTCCTTTCTCGATCGTTGCTACTCCCGTCGCTAGCCACTGG 

TCTCCCGCGTACTGTACTCCATCTTTTTTTGGCGTTTTTCCCCTATCCAA 

CTCGAACAAGGTTTGTTTAAATTTATTTTATTTTTCTTTTCTTCGGTCGG 

TCGTTCTTTTCCCTTCCGATTATCAAAGCAAAAGCGCATTTTTTTCTTTG 

TCTTTTTGTTTTTTGTTTCCTGTTCTCTGTTTTTTTACAAACCACGTCAG 

GAGTTCAATTGAGAGAACTAGAATCAACAAAGCCAAATACGACAACGTCA 

CTAGTCTTTGAACCAGAGGCGTATTCCCGTTACCTCTTTTCCCATATTTC 

TGTTTTTCTTTTTCACTGCTATAAGCCTTTAGACTAGTACTACAACTACA 

ACAGCAACAACAACAAACAAAACACGACTGGAAAAAAAAAATTAGGAAAA 

ATGAATCCGGGCGGTGAACAAACAATAATGGAACAACCCGCTCAACAGCA 

ACAACAACAGCAACAACAACAGCAGCAACAGCAACAGCAGGCAGCAGTTC 

CTCAGCAGCCACTCGACCCATTAACACAATCAACTGCGGAAACTTGGCTC 

TCCATTGCTTCTTTGGCAGAAACCCTTGGTGATGGCGACAGGGCCGCAAT 

GGCATATGACGCCACTTTACAGTTCAATCCCTCATCTGCAAAGGCTTTAA 

CATCTTTGGCTCACTTGTACCGTTCCAGAGACATGTTCCAAAGAGCTGCA 

GAATTATATGAAAGAGCACTTTTGGTAAATCCCGAACTATCAGATGTGTG 

GGCTACTTTAGGTCATTGTTATCTGATGCTGGATGATCTGCAAAGAGCTT 

ACAATGCCTATCAACAGGCTCTCTACCACCTCAGTAATCCCAACGTACCG 

AAATTATGGCATGGAATCGGCATTCTTTATGACAGATATGGTTCGCTCGA 

CTATGCCGAAGAAGCTTTTGCCAAAGTTTTGGAATTGGACCCTCATTTTG 

AAAAGGCAAACGAAATTTACTTCAGACTAGGTATTATTTATAAACATCAG 

GGTAAATGGTCTCAAGCTTTGGAATGCTTCAGATACATTCTCCCTCAACC 

TCCTGCTCCCTTGCAGGAGTGGGACATATGGTTTCAGTTGGGTAGTGTTT 

TGGAGAGTATGGGAGAGTGGCAAGGTGCGAAGGAAGCCTACGAGCATGTC 

TTGGCTCAAAATCAACATCATGCCAAAGTATTACAACAATTAGGTTGTCT 
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TTACGGTATGAGTAACGTACAATTTTATGACCCTCAAAAGGCATTGGATT 

ATCTTCTAAAGTCGTTAGAAGCAGATCCCTCCGATGCCACTACATGGTAC 

CATCTCGGTAGAGTGCATATGATTAGAACAGATTATACTGCCGCATATGA 

TGCTTTCCAACAAGCTGTTAATAGAGATTCAAGAAACCCTATCTTTTGGT 

GCTCAATCGGTGTTTTATATTACCAAATTTCTCT^ATACAGAGACGCCTTA 

GACGCGTACACAAGAGCCATAAGATTAAATCCTTATATTAGTGAAGTTTG 

GTACGATCTAGGTACTCTTTACGAAACTTGTAACAACCAATTATCTGACG 

CCCTTGATGCGTATAAGCAAGCTGCAAGACTGGACGTAAATAATGTTCAC 

ATAAGAGAAAGATTAGAAGCTTTAACAAAGCAGTTAGAAAACCCAGGCAA 

TATAAACAAATCGAACGGTGCGCCAACGAATGCCTCTCCTGCCCCACCTC 

CTGTGATTTTACAACCTACCTTACAACCTAATGATCAAGGAAATCCTTTG 

AACACTAGAATTTCAGCCCAATCTGCCAATGCTACTGCTTCAATGGTACA 

ACAACAGCATCCTGCTCAACAAACGCCTATTAACTCTTCTGCAACAATGT 

ACAGTAATGGAGCTTCCCCTCAATTACAAGCTCAAGCTCAAGCTCAAGCT 

CAAGCACAAGCTCAAGCACAAGCACAAGCTCAAGCACAAGCACAAGCACA 

AGCGCAAGCACAAGCACAAGCACAGGCGCAAGCACAGGCACAAGCACAAG 

CACAAGCACATGCACAAGCGCAAGCACAAGCACAAGCACAGGCACAAGCA 

CAAGCACAGGCGCAGGCACAACAACAACAACAACAACAGCAACAACAACA 

ACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAAC 

AGCAGCAGCAATTACAGCCCCTACCAAGACAACAGCTGCAGCAAAAGGGA 

GTTTCTGTGCAAATGTTAAATCCTCAACAAGGGCAACCATATATCACACA 

GCCAACAGTCATACAAGCTCACCAACTGCAACCATTTTCTACACAAGCTA 

TGGAACATCCGCAAAGCTCTCAACTGCCACCTCAACAGCAACAACTACAA 

TCTGTTCAACATCCACAACAACTTCAAGGCCAGCCTCAAGCCCAAGCTCC 

CCAACCTTTAATCCAGCATAACGTGGAACAGAACGTTTTACCTCAAAAGA 

GATACATGGAAGGTGCAATCCACACTTTAGTAGATGCCGCCGTATCCAGT 

AGCACCCACACAGAGAATAACACAAAGTCTCCTCGTCAACCAACCCATGC 

CATTCCAACGCAAGCTCCCGCAACAGGAATAACGAACGCTGAACCACAGG 

TAAAGAAGCAAAAGTTGAACTCTCCAAATTCAAACATCAACAAATTAGTA 

AATACTGCTACTTCCATTGAAGAAAATGCAAAATCTGAGGTGAGCAACCA 

ATCGCCAGCAGTAGTGGAGTCTAATACCAATAATACTTCACAAGAAGAAA 

AACCTGTAAAAGCAAACTCAATACCTTCAGTAATTGGCGCACAGGAACCT 

CCACAGGAAGCTAGTCCTGCTGAAGAAGCTACCAAAGCAGCTTCTGTTTC 

TCCTTCTACAAAACCGCTTAATACGGAACCAGAGTCATCTAGTGTCCAAC 

CAACTGTATCATCAGAAAGTTCAACAACAAAAGCAAATGACCAAAGCACT 

GCTGAGACCATAGAACTTTCTACTGCTACTGTTCCTGCAGAAGCAAGCCC 

TGTAGAAGACGAAGTAAGACAGCATTCTAAAGAGGAAAACGGCACAACTG 

AAGCATCTGCACCTTCTACTGAAGAGGCGGAGCCAGCAGCTTCCAGAGAT 

GCTGAAAAACAACAAGATGAAACCGCTGCTACAACGATAACTGTAATCAA 

ACCTACTTTGGAAACAATGGAAACAGTGAAAGAGGAGGCCAAAATGCGTG 

AGGAAGAGCAAACATCTCAAGAAAAATCCCCACAGGAGAACACACTTCCA 

AGAGAAAATGTAGTAAGGCAAGTGGAAGAAGATGAAAACTACGACGACTA 

A 

YBR112C, 966 aa (SEQ ID NO 52) 

MNPGGEQTIMEQPAQQQQQQQQQQQQQQQQAAVPQQPLDPLTQSTAETWL 
SIASLAETLGDGDRAAMAYDATLQFNPSSAKALTSLAHLYRSRDMFQRAA 
ELYERALLVNPELSDVWATLGHCYLMLDDLQRAYNAYQQALYHLSNPNVP 
KLWHGIGILYDRYGSLDYAEEAFAKVLELDPHFEKANEIYFRLGIIYKHQ 
GKWSQALECFRYILPQPPAPLQEWDIWFQLGSVLESMGEWQGAKEAYEHV 
LAQNQHHAKVLQQLGCLYGMSNVQFYDPQKALDYLLKSLEADPSDATTWY 
HLGRVHMI RTDYTAAYDAFQQAVNRDSRNP I FWCS IGVLYYQI SQYRDAL 
DAYTRAIRU^PYISEVWYDLGTLYETCNNQLSDALDAYKQAARLDVNNVH 
IRERLEALTKQLENPGNINKSNGAPTNASPAPPPVILQPTLQPNDQGNPL 
NTRISAQSANATASMVQQQHPAQQTPINSSATMYSNGASPQLQAQAQAQA 
QAQAQAQAQAQAQAQAQAQAQAQAQAQAQAQAQAQAHAQAQAQAQAQAQA 
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QAQAQAQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQLQPLPRQQLQQKG 
VSVQMLNPQQGQPYITQPTVIQAHQLQPFSTQAMEHPQSSQLPPQQQQLQ 
SVQHPQQLQGQPQAQAPQPLIQHNVEQNVLPQKRYMEGAIHTLVDAAVSS 
STHTENNTKSPRQPTHAIPTQAPATGITNAEPQVKKQKLNSPNSNINKLV 
NTATSI EENAKSEVSNQSPAWESNTNNTSQEEKPVKANS I P SVIGAQEP 
PQEASPAEEATKAAS VS PSTKPLNTEPES S S VQPTVS SE S STTKANDQST 
AETIELSTATVPAEASPVEDEVRQHSKEENGTTEASAPSTEEAEPAASRD 
AEKQQDETAATTITVIKPTLETMETVKEEAKMREEEQTSQEKSPQENTLP 
RENWRQ VE EDENYDD 

YMR043W, 1361 bp, CDS: 501-1361 (SEQ ID NO 305) 

AAGCTGTGCCAAACAAGGTCATCTCCAAATACTTACCAAAAAGCTAGGGC 

GTACTGTACTGGAATCTCTGCTTTTTTCTTTACCTTACTTCAATTTGCCT 

TGTCTGCTTTTTTACGTGTGTTTTGGCGTTTCTGCTTTTCTTTTTTATTA 

CTCGTTGTTGTAAATCATTTTCTAAGTATTATACATACTATATCATCGCA 

TACCCAATCGGTTTCCTATTCTCACCACTTTTTTCTGGAAAAATACATAG 

CCTAACAAGCAATTTTATTTTACGTTTGTTAATTCATTATACTGATAATA 

TTTTTGAATTTTTTTTTTTTTTGATACATTTTTTTTAATCGCTGTTTTGT 

CTGTTTTTTTCGATTCAGTTATAGGGAAAAAAACGGGAAAGGAAAGAGAA 

AAAAAAATTAGTGCAGAGCAATAAGAAGCGAAAATCAAAAAAAAGTTTTG 

GATCTGCAAGACTTGCTGTCACGCAACAATATTATAGCCACCCAGCAAAA 

ATGTCAGACATCGAAGAAGGTACGCCTACTAATAATGGGCAACAGAAGGA 

GAGAAGAAAGATAGAAATTAAGTTCATCGAGAATAAAACAAGGCGCCATG 

TGACATTTTCCAAAAGGAAGCACGGTATCATGAAAAAGGCGTTTGAGCTT 

TCTGTTCTAACGGGGACCCAGGTCCTGTTGCTAGTCGTTTCAGAAACAGG 

TTTGGTATATACTTTCAGCACGCCGAAGTTTGAACCTATAGTCACGCAGC 

AGGAAGGTAGAAACCTGATCCAGGCCTGTCTTAACGCCCCTGATGATGAG 

GAAGAAGACGAGGAGGAAGACGGTGATGATGATGATGATGATGACGATGA 

TGGTAATGATATGCAACGCCAGCAACCACAACAACAGCAACCGCAACAAC 

AGCAACAAGTATTGAATGCACACGCAAATAGCTTAGGCCATCTAAATCAA 

GATCAGGTACCGGCAGGCGCGCTGAAACAAGAGGTGAAGTCACAATTGCT 

AGGCGGTGCCAATCCTAATCAAAACTCAATGATTCAACAGCAGCAACATC 

ACACGCAGAATTCACAACCACAACAGCAACAGCAACAACAACCACAGCAG 

C AAATGTC AC AGC AACAAATGTC AC AGCATC CTCG AC C ACAGCAAGGAAT 

ACCACATCCGCAACAATCGCAGCCACAGCAACAGCAACAACAACAACAAC 

AACTGCAACAGCAGCAACAGCAGCAACAACAACAACCCCTCACCGGCATT 

CATCAGCCTCACCAACAGGCTTTTGCCAACGCTGCCTCCCCCTATCTGAA 

TGCTGAACAGAATGCTGCCTACCAACAATACTTTCAAGAACCGCAACAAG 

GCCAATACTAA 

YMR043W, 286 aa (SEQ ID NO 306) 

MSDIEEGTPTNNGQQKERRKIEIKFIENKTRRHVTFSKRKHGIMKKAFEL 
SVLTGTQVLLLWSETGLVYTFSTPKFEPIVTQQEGRNLIQACLNAPDDE 
EEDEEEDGDDDDDDDDDGNDMQRQQPQQQQPQQQQQVLNAHANSLGHLNQ 
DQVPAGALKQEVKSQLLGGANPNQNSMIQQQQHHTQNSQPQQQQQQQPQQ 
QMSQQQMSQHPRPQQGIPHPQQSQPQQQQQQQQQLQQQQQQQQQQPLTGI 
HQPHQQAFANAASPYLNAEQNAAYQQYFQEPQQGQY 

YPL089C , 2531 bp, CDS: 501-2531 (SEQ ID NO 385) 

TTCCACGTTCGCAAAAAATACTTCCACGGTGACGAAGTCTGTCTCAGTCG 

TATATTAAATGCAGAAATCGTCTTATCATTATTGGGCTCTCTTAACGGCG 

CAGCATCACCGGGTGATGAATGCCAAGCCGCAGAAAGAAAGAAAAAAATT 

TACTTCAGATTTCTGATAAAAATAAAACGGAAGAGATGAAAGCTAATAAT 

AGAAACAGCTCGATCTTCCTCTGAACAATAATAATTAAAGGACAGACAAA 

AAGAAACGTAAGAAAGAAGCGAGCCTGTTCTAAAGTGTTCAACGACTGAT 

TCAATTAGAACTGCCTACTCCTGATAGCCAACTCAACTTTTGACTCGTTA 



WO 02/064766 



PCT/EP01/15398 



42/251 

AAGTAATTGAAAGCTGGCAAGCAGAATTATTCTTTTTTTTTTTCAAGGTT 
TCTATCACGTTGTGAGGTTAATATCCCCCGGAGCAAACAGGCTGAAGCGT 
GAAAAAAACTTAAATATTAAAGTGTCGCAAAACTATACTATAGATACAAC 
ATGGGTAGACGGAAGATTGAAATCCAGAGAATTTCTGATGACAGAAATAG 
GGCTGTCACGTTTATAAAACGTAAAGCTGGCCTTTTTAAGAAGGCCCATG 
AACTATCCGTTCTTTGTCAAGTAGACATAGCCGTCATTATACTGGGGTCC 
AATAACACGTTCTATGAGTTTTCCTCTGTGGATACGAATGATTTAATCTA 
TCACTACCAAAATGACAAAAACTTGCTTCACGAAGTGAAAGATCCTTCCG 
ATTATGGAGACTTTCACAAAAGTGCATCCGTTAACATAAATCAAGACCTA 
CTCAGGTCGTCTATGTCAAATAAGCCTTCGAAATCAAATGTTAAAGGAAT 
GAACCAGTCAGAAAATGATGATGATGAGAACAATGATGAGGACGACGATG 
ATCATGGCAATTTTGAGAGGAATTCAAATATGCATTCGAATAAAAAAGCC 
TCTGATAAAAATATACCGAGTGCACACATGAAGTTGTTATCCCCGACCGC 
ACTCATTTCAAAGATGGATGGTAGTGAGCAAAATAAACGTCATCCTGAGA 
ACGCGCTGCCGCCTTTACAACATTTGAAAAGATTGAAACCGGATCCTTTG 
CAAATAAGTAGAACTCCGCAACAGCAACAGCAGCAAAATATATCGAGACC 
ATACCATAGTAGCATGTAC AATCTTAACC AGCCTTCATC C AGTTCATC TT 
CTCCTTCCACGATGGATTTTCCAAAATTACCAAGCTTTCAAAACTCTTCC 
TTTAATGGTCGTCCTCCACCCATTTCCATTTCACCGAACAAGTTCAGTAA 
GCCATTTACAAATGCATCCTCAAGGACCCCTAAACAGGAGCACAAAATTA 
ACAATAGTGGCAGCAATAATAATGACAACAGCAACTACACTCAGTCACCA 
TCTAATTCTTTGGAAGACTCTATTCAGCAGACTGTCAAAGCAAGAAGGAA 
ATTGTCCGCCAGACCGGTACTTCGTGTGAGAATTCCGAACAACAATTTCA 
GCAGTAATTCCGCTATTCCAAGTGAACCCTCCTCTGCCTCCTCCACATCG 
GCCAACGGCAATAGTATGGGCTCTTCGCAGATAATGAAAGAAAACAAAAC 
AAGTAGGTCTAGCAAAATTTCTCCACTATCCGCATCTGCCTCAGGCCCCT 
TAACTCTCCAAAAAGGTAATAATGGCAGAATGGTAATAAAATTGCCAAAT 
GCAAATGCGCCTAACGGTTCTAACAATGGTAATGGCAGTAACAATAACAA 
TCACCCTTATCCTTTCGGAAGTGGGTCTTCACCTCTTTTTTCTGCAACAC 
AGCCATACATTGCCACTCCCTTGCAACCATCGAATATTCCTGGCGGACCT 
TTCCAACAAAATACATCTTTTTTAGCTCAAAGACAAACCCAGCAATACCA 
ACAAATGTCTTTCAAAAAACAGAGCCAAACAGTACCATTAACTACAACAT 
TAACCGGACGCCCCCCTTCAACTTTTTCCGGCCCTGAAACCAGCAATGGC 
CCTCCAACTGGTTCACTGCCATCGAAGTTCGTACATGATTTGATGAGTAA 
TTCTCCAAATGTTTCTTCTATATCGATGTTTCCAGACTGGTCAATGGGAC 
CCAACAGTGCCAAGCCGGGAAACACAAACAATCCTGGTACTTTCCCTCCC 
GTACAGACGGCCGTAAACAACGGCAACTCCAGCAATATCAGCAGCACTAA 
CAACACTAACAACAACAACAACAATAACAACAACAACAGCAGCAACAACA 
ACAGCAACAACGGCAACGACAATAACAGTAACAATAGCAATAACAGTTAC 
TATAGTAATAATGAAGATGCACCCGTAAATGGAGCTGCTATTTCAGAACA 
TACTACCGATGGTGACTCGAACAATCAGTCCAACTCAAGTACATATGATG 
CTGCTGCCACCGCATATAATGGAAATACCGGGCTGACTCCATACATAAAT 
ACTGCTCAAACACCACTAGGCACTAAATTCTTTAATTTTTCGACTGATAT 
TTCAGGAGAAAAAAATTCAAGCAAAATATAA 

YPL089C, 676 aa (SEQ ID NO 386) 

MGRRKIEIQRI SDDRNRAVTFIKRKAGLFKKAHELSVLCQVDIAVIILGS 
NNTFYEFSSVDTNDLIYHYQNDKNLLHEVKDPSDYGDFHKSASVNINQDL 
LRSSMSNKPSKSNVKGMNQSENDDDENNDEDDDDHGNFERNSNMHSNKKA 
SDKNI P S AHMKLLS PTAL I S KMDGS EQNKRH PENAL P PLQHLKRLKPDPL 
QISRTPQQQQQQNISRPYHSSMYNLNQPSSSSSSPSTMDFPKLPSFQNSS 
FNGRPPPISISPNKFSKPFTNASSRTPKQEHKINNSGSNNNDNSNYTQSP 
SNSLEDSIQQTVKARRKLSARPVLRVRIPNNNFSSNSAIPSEPSSASSTS 
ANGNSMGSSQIMKENKTSRSSKISPLSASASGPLTLQKGNNGRMVIKLPN 
ANAPNGSNNGNGSNNNNHPYPFGSGSSPLFSATQPYIATPLQPSNIPGGP 
FQQNTSFLAQRQTQQYQQMSFKKQSQTVPLTTTLTGRPPSTFSGPETSNG 
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PPTGSLPSKFVHDLMSNSPNVSSISMFPDWSMGPNSAKPGNTNNPGTFPP 
VQTAVNNGNS SN I S STNNTNNNNNNNNNNSSNNNSNNGNDNNSNNSNNSY 
YSNNEDAPVNGAAISEHTTDGDSNNQSNSSTYDAAATAYNGNTGLTPYIN 
TAQTPLGTKFFNFSTDI SGEKNSSKI 

YOR372C, 2165 bp, CDS: 501-2165 (SEQ ID NO 371) 

AAAATCGTGGTTACTTTCATATTCCTTAAACACTTTACCACTGTTACTGT 

GCGCGTTCGAGCGTAGCTTTCGTGGTGAATTTATTGTAAGATTCTCCAGC 

TGGCTCGATAGTTCTGCCTCCTGCGTATCCATATCCATTTCGGTATGCTT 

TTACTATTCAACCTAGTCGGCAATTTTTTCACCTGAATATTGTTGAACAC 

TTCTGGCATCCTAGATACTCATCTGTATTTATTCATTATCTGTTGTGCAT 

CGTTAATAGCATTCCAGTAAACAAGTTTAGGTCACTACCCGCATAAGCCT 

TTTGGCGTTTGGCGTAACCCTCCTCGCGAAAAGAAACGGGACGCAAAAAA 

AAAAAACAACAAAACAAGAACAAAACAAAACAAATAGGACAGAGCCTTAA 

GGAGCTGCAAGGATCTTCTGAATATTTGGCATCGGCATTGTGGGTGGAAA 

AAGTGTCCAAATTGGAATAAATTGGTCAGAATAGAGCATTGATTCCAACT 

ATGGACAGAGATATAAGCTACCAGCAAAATTATACCTCAACTGGGGCAAC 

TGCAACTTCCTCAAGACAGCCCTCTACGGACAATAATGCAGATACAAATT 

TTTTGAAGGTAATGTCAGAATTCAAATATAATTTTAACAGTCCGTTACCT 

ACAACGACTCAATTCCCCACGCCCTATTCTTCTAATCAGTATCAACAGAC 

TCAAGATCATTTTGCCAATACAGACGCTCACAACAGTTCGAGCAACGAAT 

CGTCGTTGGTAGAGAACAGTATATTACCGCATCATCAGCAGATACAACAG 

CAACAACAACAACAACAACAACAACAACAACAACAGCAAGCTCTAGGTTC 

ACTTGTACCTCCTGCTGTCACAAGGACAGATACAAGTGAGACTTTGGACG 

ATATCAACGTTCAACCTTCTTCTGTTTTGCAGTTCGGCAACTCTTTACCC 

AGCGAATTTTTGGTTGCATCCCCAGAGCAATTCAAAGAATTTTTGTTGGA 

CTCTCCGTCCACCAATTTCAATTTCTTTCACAAAACTCCGGCAAAGACAC 

CACTTCGATTTGTAACAGATTCTAACGGTGCTCAGCAAAGCACCACAGAG 

AAC C C AGGTC AAC AAC AG AATGTTTTTAGC AATGTCGATTTGAACAATCT 

TTTGAAGAGTAATGGAAAAACACCCTCATCTTCATGCACCGGCGCATTTT 

CACGCACTCCTCTGAGTAAGATTGACATGAATCTCATGTTCAATCAACCG 

CTGCCGACATCTCCATCAAAAAGGTTCTCCTCCCTGTCGTTGACACCATA 

TGGAAGAAAAATTCTGAATGACGTCGGTACACCTTATGCAAAAGCATTGA 

TATCGTCTAACAGCGCGTTAGTGGATTTTCAGAAGGCAAGAAAGGATATT 

ACCACTAATGCAACATCCATAGGGCTGGAAAATGCCAACAACATCTTACA 

GAGAACGCCGCTAAGATCTAACAATAAAAAATTATTTATTAAAACCCCCC 

AGGATACCATCAATAGCACTAGCACACTAACTAAGGACAACGAAAATAAA 

CAGGACATATACGGCTCTTCACCGACTACCATCCAATTAAATTCATCAAT 

AACTAAATCTATCTCCAAATTGGATAACTCTAGAATTCCCTTGTTAGCTT 

CGAGATCAGATAACATTCTGGATTCCAATGTGGATGACCAATTGTTTGAT 

TTGGGGTTGACAAGATTACCTTTATCACCAACACCAAATTGTAATTCTTT 

GCATAGTACAACCACAGGTACATCTGCCTTACAAATTCCTGAGCTACCCA 

AGATGGGGTCTTTTAGAAGTGATACGGGAATCAATCCAATTTCAAGTTCA 

AACACAGTTTCTTTTAAGAGCAAATCAGGCAATAATAATTCAAAGGGTCG 

AATCAAAAAAAATGGGAAGAAACCTTCCAAATTTCAAATTATTGTGGCAA 

ATATTGATCAATTTAACCAGGATACATCATCGTCATCTTTATCATCATCA 

TTGAATGCAAGTTCGAGTGCAGGGAATTCAAATTCAAACGTAACAAAGAA 

AAGAGCAAGTAAACTCAAAAGATCACAGTCTTTACTTTCTGATTCCGGAT 

CGAAATCACAAGCAAGGAAAAGCTGTAATTCTAAATCTAATGGAAATTTA 

TTCAATTCACAGTAA 

YOR372C, 554 aa (SEQ ID NO 372) 

MDRDISYQQNYTSTGATATSSRQPSTDNNADTNFLKVMSEFKYNFNSPLP 
TTTQFPTPYSSNQYQQTQDHFANTDAHNSSSNESSLVENSILPHHQQIQQ 
QQQQQQQQQQQQQALGSLVPPAVTRTDTSETLDDINVQPSSVLQFGNSLP 
SEFLVASPEQFKEFLLDSPSTNFNFFHKTPAKTPLRFVTDSNGAQQSTTE 
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NPGQQQNVFSNVDLNNLLKSNGKTPSSSCTGAFSRTPLSKIDMNLMFNQP 
LPTSPSKRFSSLSLTPYGRKILNDVGTPYAKALISSNSALVDFQKARKDI 
TTNATSIGLENANNILQRTPLRSNNKKLFIKTPQDTINSTSTLTKDNENK 
QDI YGS S PTTIQLNS S I TKS I SKLDNSRI PLL ASRSDNI LDSNVDDQLFD 
LGLTRLPLSPTPNCNSLHSTTTGTSALQIPELPKMGSFRSDTGINPISSS 
NTVSFKSKSGNNNSKGRIKKNGKKPSKFQIIVANIDQFNQDTSSSSLSSS 
LNASSSAGNSNSNVTKKRASKLKRSQSLLSDSGSKSQARKSCNSKSNGNL 
FNSQ 

YDR224C , 896 bp, CDS: 501-896 (SEQ ID NO 111) 

TTTCTTCAACAACGACGAGTTAACTATTGTGCTCTTTTTTTGAGCCACCA 

AATACACTCCATTCCAATAGCTTCGCACAGTGAGGCGAAAATTTTGGAAC 

AGCGCTAATGAATTATTTGTGAGCTCGGCGAGTTCAAATTTGAAGAAAAC 

GCGGTTGGGTCGTTAACTATGGTTAGACGCTCAATGTCGCCCGAAAGGGA 

AGGCTGTTCTCACTTTTTCGCGCGTTGCACCCTTTCTTCCGCGAAAAAAT 

GAGAACGATGGATTTAAAATCAAGAGAATTGGCCTTAGTAGTGGCAAATA 

CTACCTTGGTTGGTTATCTTGTAACGATTGGTAAGAAAGGGGCATCTCTG 

TTTTCTTGATGTATATAAACAACATGATTTGATCATCTCAGATGGTCAGA 

TTTATTAAAGACGTTTCTCTTTCCGCATTTTCGATTATTGTTATATTAAA 

TTTATCCTATATAGACAAGTCAAACCACAAATAAACCATACACACATACA 

ATGTCTGCTAAAGCCGAAAAGAAACCAGCCTCCAAAGCCCCAGCTGAAAA 

GAAACCAGCCGCTAAAAAGACTTCCACTTCCACTGATGGTAAGAAGAGAA 

GCAAGGCTAGAAAGGAAACATACTCTTCTTACATTTACAAAGTTTTGAAG 

CAAACTCACCCTGACACTGGTATTTCCCAAAAGTCCATGTCTATCTTGAA 

CTCTTTCGTTAACGATATCTTTGAAAGAATCGCTACTGAAGCTTCTAAAT 

TGGCTGCGTATAACAAGAAGTCTACTATCTCTGCTAGAGAAATTCAAACC 

GCTGTTAGATTGATCTTACCAGGTGAATTGGCTAAGCATGCTGTCTCTGA 

AGGTACTAGAGCTGTTACCAAGTACTCTTCCTCTACTCAAGCATAA 

YDR224C, 131 aa (SEQ ID NO 112) 

MSAKAEKKPASKAPAEKKPAAKKTSTSTDGKKRSKARKETYSSYIYKVLK 
QTHPDTGISQKSMSILNSFVNDIFERIATEASKLAAYNKKSTISAREIQT 
AVRLILPGELAKHAVSEGTRAVTKYSSSTQA 

YLR294C, 830 bp, CDS: 501-830 (SEQ ID NO 281) 

ACC AAC CAACTTCTTCCTTTGTC CTCAATATC AAAG AAAAAAAAAAAAAC 

CCACTGCTCAGATGTTATAAGGAAGGGGTGTTAACTTATATACAGGTTCA 

TCTACCAGTCACCAGTCCATACAAACTTGAACCGTCTGCGTACCAGTCCT 

AATCAAAATGTTCCCTATCGCTTCCAGAAGAATACTGCTCAATGCTTCAG 

TTCTGCCATTGAGACTGTGCAATAGAAATTTCACTACCACAAGAATATCC 

TACAACGTCATACAAGATTTGTATTTGAGGGAACTAAAAGACACCAAACT 

GGCTCCAAGTACCTTGCAAGATGCTGAAGGTAATGTTAAGCCTTGGAACC 

CACCACAAAAACCAAATCTACCAGAATTGGAACTTCAAGGCCCAGAGGCT 

TTAAAGGCTTACACCGAGCAAAATGTAGAAACTGCTCATGTTGCTAAAGA 

GTCTGAAGAGGGTGAGTCAGAGCCAATTGAAGAGGATTGGCTAGTTTTGG 

ATGATGCTGAGGAAACCAAAGAAAGTCATTGAACTTTTCATAGCATCCTC 

CTTGTCGAAGAAAAAACAAACAGAACCACAAGCTGAACAAGATCATTATT 

TTTGGCTTTCTTCCTCTCATCTTTTTATATTCGAATCCAGTACAATAAAG 

AAAAAGCAAAATACACTACGCACTCTTTGTAATCAGCCACACAAAATGCA 

GAATTTATTTTTTAAACAAAAAATACAATTGTACATAGACACGTCTTTAT 

CTTTCCTATTACTACTATTCTTTTATTTCAATAACTATTACTTTCTAAGT 

ATGACCTACGCTTCTTTGGTAAATAAATAA 

YLR294C, 109aa (SEQ ID NO 282) 

MMLRKPKKVI ELF I AS SLSKKKQTEPQAEQDHYFWLS S SHLFIFE SSTIK 
KKQNTLRTLCNQPHKMQNLFFKQKIQLYIDTSLSFLLLLFFYFNNYYFLS 
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MTYASLVNK 

YMR256C, 683 bp, CDS: 501-683 (SEQ ID NO 319) 

CTTTTCAGTTATTTACCTTCCTTTCTCTCACGTGTAAATATTTGTGTGTC 

ATACACACCGCTAAAAACCTTTGCATCAACTTATACCCTACATTTCTATA 

GACGCTATTTGGAAACAAGATGTAACCCTTTTTTTCTTTTAGTTTTGAGA 

TTTGTACTCGTAAAGAGTACGTTTATTTATTTATTCAAATTTTATTCTTC 

ATACCATGTAAATATAAGCGCATATAATCACTACGATCTTAGTACAGCTA 

GAATTGCTGACGCTTACAATTGCTTTATTGTTTGATTATATGCACGTATA 

CATATAGTGTCAGCAAAAAAAAAAAAAGGCAGTACTTGATTGGCTACGCC 

GCGCATCGTCCGAGAAATCCGGCCTGGTAGGGGCAGGTTTGAAAAGGCGG 

ATAGAAATAAAAGATGATATTATTTATTCATCCCATGAATAGTAGAACTC 

GATATAAGATTCTAAACCAACAAGTACAGAAAGCAAAACAATAATAAATA 

ATGGCTAATAAAGTTATTCAACTACAGAAAATCTTCCAATCTTCCACTAA 

ACCTCTATGGTGGAGACATCCAAGGTCAGCTTTATACCTGTATCCATTTT 

ATGCTATTTTTGCGGTAGCCGTCGTTACACCACTTCTATACATTCCAAAT 

GCTATTAGAGGTATCAAAGCCAAGAAGGCATAG 

YMR256C, 60 aa (SEQ ID NO 320) 

MANKVIQLQKIFQSSTKPLWWRHPRSALYLYPFYAIFAVAWTPLLYIPN 
AIRGIKAKKA 

YLR327C, 761 bp, CDS: 501-761 (SEQ ID NO 287) 

TTCTCATACGTATGTTTTTTTAGATTATGCACCTTCTTTGCCACAGTAAA 

TGTGGCGGGGAAGATGTTGAGCTAGCGCCGTGCACAGTGGAAGAGACGGA 

GGCGATTGTGGGGTTTCATCGGATTGTGCGGGAAGAAGGCCTACACCGTG 

TTGAGCCACCCCCCCCTCAGGAGTAAATTTACACAAACAGTGGTGGTGCC 

TATGGTGGTATACGAGATAGTGATAGAAGCTGCTGGATTGGGGTAG7VAAT 

TTTGTAGGCGTTTATGGATATGGTATGGATATGGTATGGCTTGAGGTAGG 

TAATCCAGACACCACTGGAAATATATATAAGGAGAGAGTTCTGGCAGGTA 

GATTTGTACTCCTCTCTACCACTTTCTTCTACTCCTTTTATTATGTAATG 

TTTATTATAAGCACAGCAAAAACGTTAAATAAATCTAATAAGATTTCATT 

ATAACATAACATTAAAGCACACAAATTTCTAACACAAACACAATTCAAAC 

ATGACCAGAACTAGCAAATGGACAGTCCACGAAGCAAAGTCTAACCCAAA 

GTATTTCACCCATAACGGCAACTTTGGGGAGTCTCCC7VACCACGTCAAGA 

GAGGAGGCTATGGGAAAGGCAATTGGGGCAAGCCTGGCGATGAGATTAAT 

GACTTAATCGATTCTGGCGAAATTAAGACAGTCTTCAACAAGACCAGAAG 

GGGCTCT AAC TCCC AAAAC AATG AAAG AAGGCTTTC TG ATTTGC AAC AAT 

ACCACATCTAA 

YLR327C, 8 6 aa (SEQ ID NO 288) 

MTRTSKWTVHEAKSNPKYFTHNGNFGESPNHVKRGGYGKGNWGKPGDEIN 
DLIDSGEIKTVFNKTRRGSNSQNNERRLSDLQQYHI 

YHR161C , 2414 bp, CDS: 501-2414 (SEQ ID NO 211) 

GTCATGCGCGCAATAGGAAAGCGCACGAAACAAATGAGTAATTCGTAGGA 

AACAATGCAGCCCCCAGGGTCAGCAACTGACGTGACTCAGCCTGGCTTTT 

GTAGAAAAAGATGACGCCCTGGCAGAGAGGTGGGGGAATTGAGGGGTCCT 

CGCTACCCACCTTAAGTATGGAAGAATATGATGAAGAATATGATGATAAC 

TCTTGGAAGCGAGCGGCGGGTTCCATCACTTTTTACGGATTGGTAACACA 

GGGGCCTCAGTTCGATACTTGGTATTCAGGCTTCCAGCGTTGGTGAGTTT 

AGTTAGCGGTATGGTATGCACATGGTGTTGATGCTTGGTGGTAATCATTC 

GTTAGGTGAATTGAGCAGTAGCGATATTAGATATATTTAGTATTTTATAG 

CGTCTTTTTGGTGGGGGAGGAAGGACAAAACCTGTCTCGTAAATATAAAG 

GGACTGTTCGATATCGCAGATACTAGAGTATAAATTTCGATTGAGGCGAG 

ATGACAACATATTTCAAGTTGGTAAAAGGTGCTACCAAGATCAAGTCAGC 
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CCCGCCCAAACAGAAGTATCTGGATCCGATACTGTTGGGGACCAGCAATG 
AAGAGGATTTCTATGAGATCGTGAAGGGTTTGGATTCCCGAATTAATGAC 
ACGGCGTGGACTATTGTGTATAAATCGCTGTTGGTGGTTCATTTGATGAT 
AAGGGAGGGTTCCAAAGATGTTGCATTGCGGTACTACTCTAGGAACCTGG 
AGTTTTTTGACATTGAAAACATACGTGGCTCCAATGGCAGTGCGTCTGGA 
GACATGAGGGCACTTGATAGATACGATAATTATCTGAAGGTGAGATGCAG 
GGAGTTTGGTAAAATCAAAAAGGACTATGTGAGAGACGGCTATCGAACAC 
TGAAGCTGAACAGTGGCAATTACGGAAGCTCCAGAAACAAGCAACACTCT 
ATCAATATAGCACTAGATCATGTGGAGTCCCTAGAGGTACAAATACAAGC 
CCTGATTAAAAACAAGTATACACAATATGATTTGAGTAACGAATTGATCA 
TATTTGGTTTCAAGCTGCTTATTCAAGACCTGCTAGCGCTATATAATGCT 
CTCAACGAAGGTATCATAACTCTGCTGGAGTCTTTTTTCGAACTATCTCA 
TCATAATGCAGAGAGAACTCTAGACCTGTACAAGACGTTTGTTGATTTGA 
CCGAGCACGTTGTCAGGTACTTGAAGAGCGGGAAGACTGCGGGCTTGAAA 
ATACCCGTCATCAAGCATATCACTACCAAACTGGTCAGATCGCTAGAAGA 
ACATCTGATAGAGGATGATAAGACGCACAACACTTTTGTGCCCGTTGACA 
GTTCTCAAGGAAGTGCTGGGGCCGTAGTAGCCAAATCTACTGCACAGGAA 
AGGTTGGAGCAAATCCGGGAACAAAAAAGGATACTAGAGGCACAATTGAA 
AAACGAACAAGTAGCGATTTCCCCTGCTCTAACTACTGTCACGGCGGCTC 
AATCTTACAACCCGTTTGGAACAGACTCTTCTATGCATACTAACATTCCA 
ATGGCTGTGGCTAATCAAACGCAACAGATCGCAAATAACCCATTTGTATC 
TCAAACTCAGCCACAGGTGATGAATACACCAACCGCTCATACAGAGCCCG 
CAAATTTAAACGTTCCTGAATATGCAGCGGTCCAACACACAGTGAACTTC 
AACCCTGTACAAGATGCTGGCGTAAGTGCCCAACAAACGGGGTACTATTC 
GATTAACAACCATTTAACACCCACATTTACAGGTGCAGGGTTTGGAGGAT 
ACTCCGTTTCACAGGATACAACTGCCGCTTCTAATCAACAAGTCTCTCAT 
TCACAAACTGGTTCTAACAACCCGTTCGCATTGCACAACGCCGCGACGAT 
CGCAACAGGGAATCCTGCACACGAAAATGTCTTAAATAACCCATTTTCAC 
GACC AAACTTTG ATG AAC AAAATACC AATATGCC GC TAC AAC AAC AG ATA 
ATAAGTAACCCTTTTCAAAACC7VAACGTACAATCAACAACAATTTCAACA 
ACAAAAAATGCCTTTGAGCTCGATCAATAGCGTTATGACAACCCCTACTA 
GCATGCAGGGATCGATGAATATTCCTCAGCGTTTTGATAAAATGGAATTT 
CAGGCTCACTACACTCAGAATCATCTCCAACAACAGCAACAACAGCAACA 
GCAACAACAGCAACAGCAACAACAGCAACCACAACAGGGTTATTATGTGC 
CTGCAACTGCAGGAGCCAACCCTGTTACAAATATAACTGGGACAGTTCAA 
CCTCAAAATTTCCCTTTCTATCCACAACAGCAACCACAACCGGAACAGTC 
TCAAACACAGCAACCAGTTTTAGGAAACCAATATGCTAACAACCTCAATT 
TAATTGATATGTAA 

YHR161C, 637 aa (SEQ ID NO 212) 

MTTYFKLVKGATKIKSAPPKQKYLDPILLGTSNEEDFYEIVKGLDSRIND 
TAWTIVYKSLLWHLMIREGSKDVALRYYSRNLEFFDIENIRGSNGSASG 
DMRALDRYDNYLKVRCREFGKIKKDYVRDGYRTLKLNSGNYGSSRNKQHS 
INIALDHVESLEVQIQALIKNKYTQYDLSNELIIFGFKLLIQDLLALYNA 
LNEGIITLLESFFELSHHNAERTLDLYKTFVDLTEHWRYLKSGKTAGLK 
I P V I KH I TTKL VRS LEEH L I EDDKTHNTF VP VD S S QG S AG A WAKSTAQ E 
RLEQIREQKRILEAQLKNEQVAISPALTTVTAAQSYNPFGTDSSMHTNIP 
MAVANQTQQIAlJNPFVSQTQPQVMNTPTAHTEPANLNVPEYAAVQHtVNF 
NPVQDAGVSAQQTGYYSINNHLTPTFTGAGFGGYSVSQDTTAASNQQVSH 
SQTGSNNPFALHNAATIATGNPAHENVLNNPFSRPNFDEQNTNMPLQQQI 
ISNPFQNQTYNQQQFQQQKMPLSSINSVMTTPTSMQGSMNIPQRFDKMEF 
QAHYTQNHLQQQQQQQQQQQQQQQQQPQQGYYVPATAGANPVTNITGTVQ 
PQNFPFYPQQQPQPEQSQTQQPVLGNQYANNLNLIDM 

YLR206W, 2342 bp, CDS: 501-2342 (SEQ ID NO 277) 
TACACCCTGACTTTCCCCATCATACGACGATGCTCTAGTAAACTTGCACC 
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CGCACCTGTTAGATAAACAAGTGCGCCCAAGATCACAATACCGAAGGGGC 
GATATCACCACTCAGTATTCTACAGTCGAGCATAGCGTAGTCTGGCAGTA 
TCCCGCACGATCCATTGTATTGTTTGTCCAAACCGCATTTTATGTGTAAC 
GATTAATCGTATATACATGGCCTACAAGAAATTACCCTGCGGCGAAGGGT 
GAAAAAAAAAGTAGTGGAAACTAAAGAAAGAAGAGTTTAGTTACGGACCC 
TTTCAAGGATTGACACACTCCCAATATTTTGCTACATTATTGACCTTTGT 
TGAAGGAGGCGTTCGTTTATTTAATTATTTTGTTCTGTTTTGCCTACAAC 
TGCGAATACGCTCACATTCTAGTTTGACCTTCACAAATTCTTATCATCTT 
CTTTTGTTTATTTTGACACACCCCTATTAAGTGTATTTGTTTTGTAAGTA 
ATGTCTAAGCAGTTTGTTCGTTCTGCAAAGAACATGATGAAGGGCTACTC 
ATCCACACAAGTGCTTGTGAGAGATGCCACGGCGAACGACTCGAGGACTC 
CATCGATAGACACTCTCGACGATTTGGCACAGAGATCTTACGATTCGGTG 
GACTTCTTCGAGATTATGGATATGTTAGACAAGAGGCTGAACGATAAGGG 
CAAATACTGGAGACACGTTGCCAAATCGCTGACCGTTTTGGACTATCTTG 
TTCGTTTCGGGAGTGAGAACTGTGTGCTATGGTGCAGAGAGAATTTTTAC 
GTAATTAAGACATTAAGGGAATTCAGACACGAAAATGAGTCCGGATTTGA 
CGAGGGACAAATTATCAGAGTAAAGGCTAAAGAACTCGTCTCTTTGTTGA 
ATGATGAAGAAAGGCTACGCGAAGAGAGGTCTATGAATACAAGAAACAGA 
AGGGCGAACAGAGCTGCTAGGCCAAGGCCAAGAAGACAAAGAACAAGGAG 
CAACCCACACGATTCTTCTCCCTCTTACCAGGACGATTTGGAAAAGGCCC 
TAGAGGAGAGCAGAATTACTGCTCAAGAAGATGAACAACGTAGAAGAGAA 
CTGGCCCAGTACGACGATGAAGATCCTGACTTCCAAGCTGCCTTACAACT 
AAGTAAAGAAGAAGAGGAGTTGAAGCAATTGCAGGAACTACAGAGATTAC 
AGAAGCAACAACAGTCTCTGTCTCAATTTCAAGCTCCTTTACAACAACAA 
CAACCACAACAACAACCAGCGTACTACGACATTTTCGGTAATCCAATCTC 
CCAAGATGAATACTTACAGTATCAGTACCAACAGGACCAGGAACAAGCAA 
TGGCTCAGCAAAGATGGCTGGACCAGCAGCAAGAACAACAGCAGCTTGCT 
GAACAACAATATTTTCAGCAGCAACAACAAGCTGCGGCCGCCGCTTCTGC 
CTTGCAACAGCAACAAACAGCCGCTAATATGCAACAACAACAACAACAGC 
CCGCTGATTTTCAACAACCTTTGCCTACAGGTTCTAATAATCCGTTTTCC 
ATGGATAATCTTGAAAGACAAAAGCAGGAGCAACAGCATGCTCAATTGCA 
AAGACAACAAGAAGAAGCTAGACAACAACAAGAACAATTGAAGCTACAAC 
AATTGCAAAGACAACAACAAGAGGAAGCTCAATTACACCAGAAGAGGCAA 
GAAGAAGCCCAATTACAACAGCAGCAAGCCCAATTGCTACAACAGCAAGC 
CCAGTTCCAGCAACAACAACCCTTGAAGCAAACAAGGACTGGGAACCAGT 
CTATATCGGATAAATACAGCGACTTGAATACCTTGTTAGCAACTGGTACA 
GGGATAGATACTTTTGGTAACACTGGAGAGGCACGTATTCCTGCACAACA 
TACAAAGACAGGCACATTTATAAATTCTCAGGGTACAGGCTACAAACAGG 
TTACTAATGAACCCAAGAACAACCCTTTCTTAAGCAACCAATACACTGGT 
TTACCAAGCACAAATATCGTGCCCACGCAAACAGGGTACGGGTTTGGTAA 
CCAACCTCAAAGTCCTCCTACTAATTCTCCTCAGCAAAATCCTACTGGTA 
TAAGCTACTCTCAGCCACAACAGCAACAACAGCCACAGCAACAACCGCAA 
TACATGCAAAATTTCCAACAACAGCAACCTCAATACGCCCAAAACTTCCA 
ACAACAACCACAATACACTCAAAATTATCAACAACAACCACAATACATTC 
AACCTCATCAACAACAACAGCAGCAGCAGCAGCAGCAACAGCAGCAACAG 
GGATATACTCCTGACCAAGGTGTAAGCTTAATTGATCTTTGA 

YLR206W, 613 aa (SEQ ID NO 278) 

MSKQFVRSAKNMMKGYSSTQVLVRDATANDSRTPSIDTLDDLAQRSYDSV 
DFFE I MDMLDKRLNDKGK YWRHVAKS LTVLDYLVRFG SENC VLWCRENF Y 
VIKTLREFRHENESGFDEGQIIRVKAKELVSLLNDEERLREERSMNTRNR 
RANRAARPRPRRQRTRSNPHDSSPSYQDDLEKALEESRITAQEDEQRRRE 
LAQYDDEDPDFQAALQLSKEEEELKQLQELQRLQKQQQSLSQFQAPLQQQ 
QPQQQPAYYDIFGNPISQDEYLQYQYQQDQEQAMAQQRWLDQQQEQQQLA 
EQQYFQQQQQAAAAASALQQQQTAANMQQQQQQPADFQQPLPTGSNNPFS 
MDNLERQKQEQQHAQLQRQQEEARQQQEQLKLQQLQRQQQEEAQLHQKRQ 
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EEAQLQQQQAQLLQQQAQFQQQQPLKQTRTGNQSISDKYSDLNTLLATGT 
GIDTFGNTGEARIPAQHTKTGTFINSQGTGYKQVTNEPKNNPFLSNQYTG 
LPSTNIVPTQTGYGFGNQPQSPPTNSPQQNPTGISYSQPQQQQQPQQQPQ 
YMQNFQQQQPQYAQNFQQQPQYTQNYQQQPQYIQPHQQQQQQQQQQQQQQ 
GYTPDQGVSLIDL 

YDR342C, 2213 bp, CDS: 501-2213 {SEQ ID NO 119) 

CACTTCTCAGAAATGCATGCAGTGGCAGCACGCTAATTCGAAAAAATTCT 

CCAGAAAGGCAACGCAAAATTTTTTTTCCAGGGAATAAACTTTTTATGAC 

CCACTACTTCTCGTAGGAACAATTTCGGGCCCCTGCGTGTTCTTCTGAGG 

TTCATCTTTTACATTTGCTTCTGCTGGATAATTTTCAGAGGCAACAAGGA 

AAAATTAGATGGCAAAAAGTCGTCTTTCAAGGAAAAATCCCCACCATCTT 

TCG AG ATCC CC TGTAACTTATTGGCAACTGAAAGAATGAAAAGGAGGAAA 

ATACAAAATATACTAGAACTGAAAAAAAAAAAGTATAAATAGAGACGATA 

TATGCCAATACTTCACAATGTTCGAATCTATTCTTCATTTGCAGCTATTG 

TAAAATAATAAAACATCAAGAACAAACAAGCTCAACTTGTCTTTTCTAAG 

AACAAAGAATAAACACAAAAACAAAAAGTTTTTTTAATTTTAATCAAAAA 

ATGTCACAAGACGCTGCTATTGCAGAGCAAACTCCTGTGGAGCATCTCTC 

TGCTGTTGACTCAGCCTCCCACTCGGTTTTATCTACACCATCAAACAAGG 

CTGAAAGAGATGAAATAAAAGCTTATGGTGAAGGTGAAGAGCACGAACCT 

GTCGTTGAAATTCCAAAGAGACCAGCTTCTGCCTATGTCACTGTCTCTAT 

TATGTGTATCATGATCGCCTTTGGTGGTTTCGTTTTCGGTTGGGATACTG 

GTACCATTTCTGGTTTCATCAATCAAACCGATTTCATCAGAAGATTTGGT 

ATGAAGCATAAAGATGGTACTAATTATTTGTCTAAGGTTAGAACTGGTTT 

GATTGTCTCCATTTTCAACATTGGTTGTGCCATTGGTGGTATTATTCTTT 

CCAAATTGGGTGATATGTACGGTCGTAAGGTGGGTTTGATTGTCGTTGTT 

GTCATCTACATCATCGGTATTATTATTCAAATTGCATCTATCAACAAATG 

GTACCAATATTTCATCGGTAGAATTATTTCCGGTTTGGGTGTTGGTGGTA 

TTGCCGTTTTATCTCCTATGTTGATTTCTGAAGTATCCCCAAAGCATTTA 

AGGGGTACTTTAGTCTCTTGCTACCAATTGATGATTACTGCCGGTATTTT 

CTTGGGTTACTGTACCAACTTCGGTACTAAGAACTACTCCAACTCTGTGC 

AATGGAGAGTTCCATTAGGTTTGTGTTTTGCCTGGGCTTTGTTTATGATT 

GGTGGTATGACATTTGTTCCAGAGTCTCCACGTTATTTGGCTGAAGTCGG 

TAAGATCGAAGAAGCCAAACGTTCTATTGCCGTTTCTAACAAGGTTGCTG 

TTGATG ATC C ATCTGTTTTGGCTGAAGTCGAAGCTGTCTTGGC TGGTGTA 

GAGGCAGAGAAATTAGCTGGTAATGCATCCTGGGGTGAATTGTTTAGTAG 

CAAGACAAAGGTCCTTCAGCGTTTGATCATGGGTGCTATGATTCAATCTC 

TACAACAATTGACAGGTGATAACTATTTCTTCTACTATGGTACTACTATT 

TTCAAGGCTGTTGGTTTGAGTGACTCTTTCGAAACCTCTATTGTCTTGGG 

TATTGTTAACTTTGCTTCCACCTTTGTTGGTATTTACGTTGTTGAGAGAT 

ATGGTCGTCGTACTTGTTTGCTATGGGGTGCTGCATCCATGACTGCTTGT 

ATGGTTGTCTATGCTTCCGTGGGTGTCACCAGATTATGGCCAAATGGTCA 

AGACCAACCATCTTCCAAGGGTGCTGGTAACTGTATGATTGTCTTTGCCT 

GTTTCTATATTTTCTGTTTTGCTACTACATGGGCTCCAATTCCTTATGTC 

GTTGTTTCTGAAACTTTCCCATTGAGAGTCAAGTCTAAGGCTATGTCTAT 

TGCTACAGCTGCTAATTGGTTGTGGGGTTTCTTGATTGGTTTCTTCACTC 

CATTTATTACTGGTGCTATTAACTTCTACTACGGTTACGTTTTCATGGGC 

TGTTTGGTCTTCATGTTCTTCTATGTTTTGTTAGTTGTTCCAGAAACTAA 

GGGTTTGACTTTGGAAGAAGTCAACACCATGTGGGAAGAAGGTGTTCTAC 

CATGGAAGTCTGCCTCATGGGTTCCACCATCCAGAAGAGGTGCCAACTAC 

GACGCTGAAGAAATGACTCACGATGACAAGCCATTGTACAAGAGAATGTT 

CAGCACCAAATAA 

YDR342C , 570 aa (SEQ ID WO 120) 

MSQDAAIAEQTPVEHLSAVDSASHSVLSTPSNKAERDEIKAYGEGEEHEP 
WEIPKRPASAYVTVSIMCIMIAFGGFVFGWDTGTISGFINQTDFIRRFG 
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MKHKDGTNYLSKVRTGLIVSIFNIGCAIGGIILSKLGDMYGRKVGLIVW 
VIYIIGIIIQIASINKWYQYFIGRIISGLGVGGIAVLSPMLISEVSPKHL 
RGTLVSCYQLMITAGIFLGYCTNFGTKNYSNSVQWRVPLGLCFAWALFMI 
GGMTFVPESPRYLAEVGKIEEAKRSIAVSNKVAVDDPSVLAEVEAVLAGV 
EAEKLAGNASWGELFSSKTKVLQRLIMGAMIQSLQQLTGDNYFFYYGTTI 
FKAVGLSDSFETSIVLGIVNFASTFVGIYWERYGRRTCLLWGAASMTAC 
MWYAS VG VTRLWPNGQDQ PSSKGAGNCMI VFACFY IFCFATTWAP I PYV 
WSETFPLRVKSKAMSIATAANWLWGFLIGFFTPFITGAINFYYGYVFMG 
CLWMFFWLLWPETKGLTLEEVNTMWEEGVLPWKSASWVPPSRRGANY 
DAEEMTHDDKPLYKRMFSTK 

YDR343C, 2213 bp, CDS: 501-2213 (SEQ ID NO 121) 

AAAAAAATGTTTTTTAGGCAACGGAGATTCGTTTTATCCACGTTTACCCC 

ACAAAAAGTGCAGGTACATTGTGGGGCCCCGGCATCGAAAACCAGTTTTT 

TTCCTTTAAACGCTGGAAAAAAAGGAGAAATTATTGGAACTTTGCAGAGA 

ATAGTCCGTAGGCAAATTGAAAATGTTCCTTAAAAAATTTCGTTTCTTAC 

TCATTGAGATTATTCAGATGCCCTCCGTGCCTTCATTGAAAAAAATCCAA 

GAGATGTCTCGGATCTGTATGCAGATTTTGGCTTGCAGACAATGGAGAGC 

AAATGGGTATACAATATAGAAAGCACAGAAACATATAAAAAGAGCTCGAG 

AAAAGACATATGGTTTGTAACTATCTTCTTCTTTTTTCCAATTTTTCTGT 

TTTAATAATAAAAAAACAAGAACAAACAAGCTCAACTTGTCTTTTCTAAG 

AACAAAGAATAAACACAAAAACAAAAAGTTTTTTTAATTTTAATCAAAi\A 

ATGTCACAAGACGCTGCTATTGCAGAGCAAACTCCTGTGGAGCATCTCTC 

TGCTGTTGACTCAGCCTCCCACTCGGTTTTATCTACACCATCAAACAAGG 

CTGAAAGAGATGAAATAAAAGCTTATGGTGAAGGTGAAGAGCACGAACCT 

GTCGTTGAAATTCCAAAGAGACCAGCTTCTGCCTATGTCACTGTCTCTAT 

TATGTGTATCATGATCGCCTTTGGTGGTTTCGTTTTCGGTTGGGATACTG 

GTACCATTTCTGGTTTCATCAATCAAACCGATTTCATCAGAAGATTTGGT 

ATGAAGCATAAAGATGGTACTAATTATTTGTCTAAGGTTAGAACTGGTTT 

GATTGTCTCCATTTTCAACATTGGTTGTGCCATTGGTGGTATTATTCTTT 

CCAAATTGGGTGATATGTACGGTCGTAAGGTGGGTTTGATTGTCGTTGTT 

GTCATCTACATCATCGGTATTATTATTCAAATTGCATCTATCAACAAATG 

GTACCAATATTTCATCGGTAGAATTATTTCCGGTTTGGGTGTTGGTGGTA 

TTGCCGTTTTATCTCCTATGTTGATTTCTGAAGTATCCCCAAAGCATTTA 

AGGGGTACTTTAGTCTCTTGCTACCAATTGATGATTACTGCCGGTATTTT 

CTTGGGTTACTGTACCAACTTCGGTACTAAGAACTACTCCAACTCTGTGC 

AATGGAGAGTTCCATTAGGTTTGTGTTTTGCCTGGGCTTTGTTTATGATT 

GGTGGTATGACATTTGTTCCAGAGTCTCCACGTTATTTGGCTGAAGTCGG 

TAAGATCGAAGAAGCCAAACGTTCTATTGCCGTTTCTAACAAGGTTGCTG 

TTGATGATCCATCTGTTTTGGCTGAAGTCGAAGCTGTCTTGGCTGGTGTA 

GAGGCAGAGAAATTAGCTGGTAATGCATCCTGGGGTGAATTGTTTAGTAG 

CAAGACAAAGGTCCTTCAGCGTTTGATCATGGGTGCTATGATTCAATCTC 

TACAACAATTGACAGGTGATAACTATTTCTTCTACTATGGTACTACTATT 

TTCAAGGCTGTTGGTTTGAGTGACTCTTTCGAAACCTCTATTGTCTTGGG 

TATTGTTAACTTTGCTTCCACCTTTGTTGGTATTTACGTTGTTGAGAGAT 

ATGGTCGTCGTACTTGTTTGCTATGGGGTGCTGCATCCATGACTGCTTGT 

ATGGTTGTCTATGCTTCCGTGGGTGTCACCAGATTATGGCCAAATGGTCA 

AGACCAACCATCTTCCAAGGGTGCTGGTAACTGTATGATTGTCTTTGCCT 

GTTTCTATATTTTCTGTTTTGCTACTACATGGGCTCCAATTCCTTATGTC 

GTTGTTTCTGAAACTTTCCCATTGAGAGTCAAGTCTAAGGCTATGTCTAT 

TGCTACAGCTGCTAATTGGTTGTGGGGTTTCTTGATTGGTTTCTTCACTC 

CATTTATTACTGGTGCTATTAACTTCTACTACGGTTACGTTTTCATGGGC 

TGTTTGGTCTTCATGTTCTTCTATGTTTTGTTAGTTGTTCCAGAAACTAA 

GGGTTTGACTTTGGAAGAAGTCAACACCATGTGGGAAGAAGGTGTTCTAC 

CATGGAAGTCTGCCTCATGGGTTCCACCATCTAGAAGAGGTGCCAACTAC 

GACGCTGAAGAAATGGCTCACGATGATAAGCCATTGTACAAGAGAATGTT 
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CAGCACCAAATAA 

YDR343C, 570 aa (SEQ ID NO 122) 

MSQDAAIAEQTPVEHLSAVDSASHSVLSTPSNKAERDEIKAYGEGEEHEP 
WEI PKRPAS AYVTVS IMC IMIAFGGFVFGWDTGTI SGFINQTDFI RRFG 
MKHKDGTNYLSKVRTGLIVSIFNIGCAIGGIILSKLGDMYGRKVGLIVW 
VIYIIGIIIQIASINKWYQYFIGRIISGLGVGGIAVLSPMLISEVSPKHL 
RGTLVSCYQLMITAGIFLGYCTNFGTKNYSNSVQWRVPLGLCFAWALFMI 
GGMTFVPESPRYLAEVGKI EEAKRS I AVSNKVAVDDP SVLAEVEAVLAGV 
EAEKLAGNASWGELFSSKTKVLQRLIMGAMIQSLQQLTGDNYFFYYGTTI 
FKAVGLSDSFETSIVLGIVNFASTFVGIYWERYGRRTCLLWGAASMTAC 
MWYASVGVTRLWPNGQDQPSSKGAGNCMIVFACFYIFCFATTWAPIPYV 
WSETFPLRVKSKAMSIATAANWLWGFLIGFFTPFITGAINFYYGYVFMG 
CLVFMFFYVLLWPETKGLTLEEVNTMWEEGVLPWKSASWVPPSRRGANY 
DAEEMAHDDKPLYKRMFSTK 

YGR192C, 1499 bp, CDS: 501-1499 (SEQ ID NO 183) 

ACAGTTTATTCCTGGCATCCACTAAATATAATGGAGCCCGCTTTTTAAGC 

TGGCATCCAGAAAAAAAAAGAATCCCAGCACCAAAATATTGTTTTCTTCA 

CCAACCATCAGTTCATAGGTCCATTCTCTTAGCGCAACTACAGAGAACAG 

GGGCACAAACAGGCAAAAAACGGGCACAACCTCAATGGAGTGATGCAACC 

TGCCTGGAGTAAATGATGACACAAGGCAATTGACCCACGCATGTATCTAT 

CTCATTTTCTTACACCTTCTATTACCTTCTGCTCTCTCTGATTTGGAAAA 

AGCTGAAAAAAAAGGTTGAAACCAGTTCCCTGAAATTATTCCCCTACTTG 

ACTAATAAGTATATAAAGACGGTAGGTATTGATTGTAATTCTGTAAATCT 

ATTTCTTAAACTTCTTAAATTCTACTTTTATAGTTAGTCTTTTTTTTAGT 

TTTAAAACACCAAGAACTTAGTTTCGAATAAACACACATAAACAAACAAA 

ATGGTTAGAGTTGCTATTAACGGTTTCGGTAGAATCGGTAGATTGGTCAT 

GAGAATTGCTTTGTCTAGACCAAACGTCGAAGTTGTTGCTTTGAACGACC 

CATTCATCACCAACGACTACGCTGCTTACATGTTCAAGTACGACTCCACT 

CACGGTAGATACGCTGGTGAAGTTTCCCACGATGACAAGCACATCATTGT 

CGATGGTAAGAAGATTGCTACTTACCAAGAAAGAGACCCAGCTAACTTGC 

CATGGGGTTCTTCCAACGTTGACATCGCCATTGACTCCACTGGTGTTTTC 

AAGGAATTAGACACTGCTCAAAAGCACATTGACGCTGGTGCCAAGAAGGT 

TGTTATCACTGCTCCATCTTCCACCGCCCCAATGTTCGTCATGGGTGTTA 

ACGAAGAAAAATACACTTCTGACTTGAAGATTGTTTCCAACGCTTCTTGT 

ACCACCAACTGTTTGGCTCCATTGGCCAAGGTTATCAACGATGCTTTCGG 

TATTGAAGAAGGTTTGATGACCACTGTCCACTCTTTGACTGCTACTCAAA 

AGACTGTTGACGGTCCATCCCACAAGGACTGGAGAGGTGGTAGAACCGCT 

TCCGGTAACATCATCCCATCCTCCACCGGTGCTGCTAAGGCTGTCGGTAA 

GGTCTTGCCAGAATTGCAAGGTAAGTTGACCGGTATGGCTTTCAGAGTCC 

CAACCGTCGATGTCTCCGTTGTTGACTTGACTGTCAAGTTGAACAAGGAA 

ACCACCTACGATGAAATCAAGAAGGTTGTTAAGGCTGCCGCTGAAGGTAA 

GTTGAAGGGTGTTTTGGGTTACACCGAAGACGCTGTTGTCTCCTCTGACT 

TCTTGGGTGACTCTCACTCTTCCATCTTCGATGCTTCCGCTGGTATCCAA 

TTGTCTCCAAAGTTCGTCAAGTTGGTCTCCTGGTACGACAACGAATACGG 

TTACTCTACCAGAGTTGTCGACTTGGTTGAACACGTTGCCAAGGCTTAA 

YGR192C, 332 aa (SEQ ID NO 184) 

MVRVAINGFGRIGRLVMRIALSRPNVEWALNDPFITNDYAAYMFKYDST 
HGRYAGEVSHDDKHIIVDGKKIATYQERDPANLPWGSSNVDIAIDSTGVF 
KELDTAQKHIDAGAKKWITAPSSTAPMFVMGVNEEKYTSDLKIVSNASC 
TTNCLAPLAKVINDAFGIEEGLMTTVHSLTATQKTVDGPSHKDWRGGRTA 
SGNI I PS STGAAKAVGKVLPELQGICLTGMAFRVPTVDVSVVDLTVKLNKE 
TTYDEIKKWKAAAEGKLKGVLGYTEDAWSSDFLGDSHSSIFDASAGIQ 
LS PKFVKLVSWYDNE YG YSTRWDLVEHVAKA 
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YOR374W, 2060 bp, CDS: 501-2060 (SEQ ID NO 373) 

CGACCCTCTGGTTAGATGACACTCCTGCCCCAACTGCCACGAATCTGTAA 

CCCCATAACTATACCCGTACGCAGTACTAAAAATGTATGTAATTAGTAAA 

TGTATGTAACAATTTCACCGTTTTGTGTAACAATTCATTCATTCATTCTT 

TTGATCCTTTAGTACCGTCCGCACATGATGTCATTTCCCCCTCATTTTTG 

TTTGCTGGTATGATTCCCCGCCCGGGCGACGGTACGGCTGTTATCCAGCG 

ATGCGGGACTTCCGTCCACAGGTATCTTTTTCTCCAACTCCAACAGAGAT 

GGAAAATGAGGGGCGGGTGTAGGTAAGCAGAATGAGGAGAAATTTGTAAT 

GAAAATGGAAGTTCGGCGGTTATATAAATGGGGGGGGTTTGTCGGTGACA 

ATTGACTTCACTCTCCTTTCCTCAAAAATTCTTGGGTGTTAGGATTAGAA 

GTATCTGGAAAACCAACCAAGAAAACTACAATAACAAAAATAAATAAAGC 

ATGTTCAGTAGATCTACGCTCTGCTTAAAGACGTCTGCATCCTCCATTGG 

GAGACTTCAATTGAGATATTTCTCACACCTTCCTATGACAGTGCCTATCA 

AGCTGCCCAATGGGTTGGAATATGAGCAACCAACGGGGTTGTTCATCAAC 

AACAAGTTTGTTCCTTCTAAACAGAACAAGACCTTCGAAGTCATTAACCC 

TTCCACGGAAGAAGAAATATGTCATATTTATGAAGGTAGAGAGGACGATG 

TGGAAGAGGCCGTGCAGGCCGCCGACCGTGCCTTCTCTAATGGGTCTTGG 

AACGGTATCGACCCTATTGACAGGGGTAAGGCTTTGTACAGGTTAGCCGA 

ATTAATTGAACAGGACAAGGATGTCATTGCTTCCATCGAGACTTTGGATA 

ACGGTAAAGCTATCTCTTCCTCGAGAGGAGATGTTGATTTAGTCATCAAC 

TATTTGAAATCTTCTGCTGGCTTTGCTGATAAAATTGATGGTAGAATGAT 

TGATACTGGTAGAACCCATTTTTCTTACACTAAGAGACAGCCTTTGGGTG 

TTTGTGGGCAGATTATTCCTTGGAATTTCCCACTGTTGATGTGGGCCTGG 

AAGATTGCCCCTGCTTTGGTCACCGGTAACACCGTCGTGTTGAAGACTGC 

CGAATCCACCCCATTGTCCGCTTTGTATGTGTCTAAATACATCCCACAGG 

CGGGTATTCCACCTGGTGTGATCAACATTGTATCCGGGTTTGGTAAGATT 

GTGGGTGAGGCCATTACAAACCATCCAAAAATCAAAAAGGTTGCCTTCAC 

AGGGTCCACGGCTACGGGTAGACACATTTACCAGTCCGCAGCCGCAGGCT 

TGAAAAAAGTGACTTTGGAGCTGGGTGGTAAATCACCAAACATTGTCTTC 

GCGGACGCCGAGTTGAAAAAAGCCGTGCAAAACATTATCCTTGGTATCTA 

CTACAATTCTGGTGAGGTCTGTTGTGCGGGTTCAAGGGTGTATGTTGAAG 

AATCTATTTACGACAAATTCATTGAAGAGTTCAAAGCCGCTTCTGAATCC 

ATCAAGGTGGGCGACCCATTCGATGAATCTACTTTCCAAGGTGCACAAAC 

CTCTCAAATGCAACTAAACAAAATCTTGAAATACGTTGACATTGGTAAGA 

ATGAAGGTGCTACTTTGATTACCGGTGGTGAAAGATTAGGTAGCAAGGGT 

TACTTCATTAAGCCAACTGTCTTTGGTGACGTTAAGGAAGACATGAGAAT 

TGTCAAAGAGGAAATCTTTGGCCCTGTTGTCACTGTAACCAAATTCAAAT 

CTGCCGACGAAGTCATTAACATGGCGAACGATTCTGAATACGGGTTGGCT 

GCTGGTATTCACACCTCTAATATTAATACCGCCTTAAAAGTGGCTGATAG 

AGTTAATGCGGGTACGGTCTGGATAAACACTTATAACGATTTCCACCACG 

CAGTTCCTTTCGGTGGGTTCAATGCATCTGGTTTGGGCAGGGAAATGTCT 

GTTGATGCTTTACAAAACTACTTGCAAGTTAAAGCGGTCCGTGCCAAATT 

GGACGAGTAA 

YOR374W, 519 aa (SEQ ID NO 374) 

MFSRSTLCLKTSASSIGRLQLRYFSHLPMTVPIKLPNGLEYEQPTGLFIN 
NKFVPSKQNKTFEVINPSTEEEICHIYEGREDDVEEAVQAADRAFSNGSW 
NGIDPIDRGKALYRLAELIEQDKDVIASIETLDNGKAISSSRGDVDLVIN 
YLKS S AGF ADKI DGRMI DTGRTHFS YTKRQ PLGVCGQI I PWNFPLLMWAW 
KIAPALVTGNTWLKTAESTPLSALYVSKYIPQAGIPPGVINIVSGFGKI 
VGEAITNHPKIKKVAFTGSTATGRHIYQSAAAGLKKVTLELGGKSPNIVF 
ADAELKKAVQNIILGIYYNSGEVCCAGSRVYVEESIYDKFIEEFKAASES 
IKVGDPFDESTFQGAQTSQMQLNKILKYVDIGKNEGATLITGGERLGSKG 
YFIKPTVFGDVKEDMRIVKEEIFGPWTVTKFKSADEVINMANDSEYGLA 
AGIHTSNINTALKVADRVNAGTVWINTYNDFHHAVPFGGFNASGLGREMS 
VDALQNYLQVKAVRAKLDE 
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YER177W, 1304 bp, CDS: 501-1304 (SEQ ID NO 151) 

AGATAGATAGATATAGATAGATAATGGACGTAGTTATAGAACAGAAAATC 

GGTAGATCGAAAACACAGGGGAAAAAGGGGGGGGGGGGGGGGAGACAGCG 

CAGCCACGTGACGGGCTTCCTCTTTGGAAAGTGGAGCGAAGTTTTGCGGA 

AGCTACTTTATTCCGGCCTGGAGTCAAAAGAGGAAGCTCGGTGGCAAATA 

GCTTCCTCTTTGTGGCCGGGGCGCGGGGGGACGAGGCAAAAAGCAAAGAA 

AAGCAAAAAAAATAAAAAAAAAAACAAAAAAACAGGGGTATGAGAAAAAG 

ACACGCTTTTCCACGCGCAGCAAAAAGGAAAAAGGAAAAGGAAACTCTTT 

ATTATTGGACCTTAAACCTGAAAACGAGACGAACCGTAACATAAAACCGT 

GTAGTTTCTGCAAAAATAACTTAGTTTTTCCTACTTTTCAAAATTGAGAG 

CGCAAGCAAGTGAGAAGAAAAAGCAAGTTAAAGATAAACTAAAGATAAAA 

ATGTCAACCAGTCGTGAAGATTCTGTGTACCTAGCCAAGTTGGCTGAACA 

GGCCGAACGTTATGAAGAAATGGTCGAAAACATGAAGACTGTTGCCTCCT 

CTGGCCAAGAGTTGTCGGTCGAAGAGCGTAATTTGTTGTCTGTTGCTTAT 

AAGAACGTTATTGGTGCTCGTCGTGCCTCTTGGAGAATTGTTTCTTCTAT 

TGAGCAAAAGGAGGAGTCCAAGGAGAAGTCCGAACACCAGGTCGAGTTGA 

TTTGTTCGTACCGTTCGAAGATTGAGACCGAACTAACTAAGATCTCCGAC 

GATATTTTGTCCGTGCTAGACTCCCACTTAATTCCATCAGCCACCACTGG 

CGAGTCC AAGGTTTTCTACTATAAGATG AAGGGTGACTACC AC C GTTATT 

TGGCTGAATTTTCTAGTGGCGATGCTAGAGAAAAGGCCACAAACGCCTCT 

TTAGAAGCATACAAGACCGCTTCTGAAATTGCCACCACAGAGTTACCCCC 

AACTCACCCAATCCGTCTAGGTTTGGCTCTTAACTTCTCTGTCTTCTATT 

ATGAAATTCAAAACTCTCCAGACAAAGCCTGCCATTTGGCCAAGCAAGCT 

TTTGACGACGCTATTGCTGAGTTGGACACTCTGTCTGAAGAATCATACAA 

AGATAGCACACTTATCATGCAACTGCTAAGGGACAATTTAACCTTATGGA 

CTTCAGACATGTCCGAGTCCGGTCAAGCTGAAGACCAACAACAACAACAA 

CAACATCAGCAACAGCAGCCACCTGCTGCCGCCGAAGGTGAAGCACCAAA 

GTAA 

YER177W, 267 aa (SEQ ID NO 152) 

MSTSREDSVYLAKLAEQAERYEEMVENMKTVASSGQELSVEERNLLSVAY 
KNVTGARRASWRIVSSIEQKEESKEKSEHQVELICSYRSKIETELTKISD 
D IL S VLD SH L I P S ATTGES KVF YYKMKGDYHRYLAE F S S GD AREKATNAS 
LEAYKTASEIATTELPPTHPIRLGLALNFSVFYYEIQNSPDKACHLAKQA 
FDDAIAELDTLSEESYKDSTLIMQLLRDNLTLWTSDMSESGQAEDQQQQQ 
QHQQQQPPAAAEGEAPK 



YOR267C, 2780 bp, CDS: 501-2780 (SEQ ID NO 363) 

TAGTTCTATTTGGCTATATATTTCAGAGTGACAAATCTTTAAGAGAGACA 

AACTGAGAATTAGCATATAGAATCATTCATACAACTGTTTACAAACAAGT 

AAGCCCAAGACAGTTCCCAACCGCTTAAAGAAGTTTTTCCTAGAGGGAGC 

AAAGTTCGTTTACATTTCACACACACAGTTTTTTTTCACTTTTTTGGGCC 

TCTTCCTTTTCCCGTTTTTTTCAAAAAGCTTAGAAATCTTCTTCACCTCC 

TATTTTTCTAGAATCGTGAAGAATTTCCAGATTTAACAGTTTTCCACTTT 

TTCAATAAGGAAATAGTAGGAATAATAAAAAAAGGATAGTAGTAACGATA 

TACGTCGACTTTCCAGACTGGTCTCGAGCCGGAATTAAATACAATAGCAG 

CGTTTGACTACCACATTGTAGCTCCGCTAGAATTGATCGAAAACAAAAAT 

AATAACACTAATAATTATAATAATACGGTAGAACTATTTCTCGTATAAAG 

ATGCCTAATCTATTGTCGAGAAACCCATTCCATGGTCATCATAATGACCA 

TCATCATGACCGTGAAAATTCGTCTAATAACCCGCCACAGTTGATCAGAA 

GTTCTAAATCTTTCTTAAACTTCATTGGTAGAAAACAAAGTAATGACTCA 

CTAAGAAGCGAGAAATCTACAGATTCCATGAAATCTACCACAACCACTAC 

AAATTATACTACAACAAACCTTAATAACAACACCCATAGCCATTCTAATG 

CAACCAGTATCTCAACAAACAACTACAATAATAACTATGAAACAAACCAC 

CACCATAATATTTCTCATGGGCTCCATGACTATACTTCTCCCGCCTCTCC 
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AAAACAAACCCACTCCATGGCAGAATTGAAAAGGTTTTTCAGACCTTCTG 
TAAATAAAAAACTATCTATGTCTCAACTTCGTTCCAAGAAACATAGCACC 
CATTCCCCCCCACCTTCAAAATCAACTTCTACAGTTAATTTAAATAATCA 
CTATCGTGCCCAGCATCCTCATGGCTTTACAGACCACTATGCTCATACCC 
AGTCTGCTATACCGCCAAGTACCGATTCTATCCTATCTTTGTCCAATAAT 
ATTAATATATATCACGATGATTGTATTCTGGCTCAAAAATACGGGAAATT 
GGGTAAGTTATTGGGTTCCGGTGCCGGTGGGTCCGTTAAAGTTCTTGTGA 
GACCAACTGATGGTGCTACTTTTGCCGTCAAAGAATTCAGACCAAGGAAA 
CCGAATGAGAGTGTGAAAGAATATGCCAAGAAGTGCACCGCAGAATTTTG 
TATTGGTTCGACTTTACATCACCCAAATGTTATCGAAACTGTTGACGTTT 
TCTCTGATTCTAAACAAAATAAATACTATGAAGTTATGGAGTACTGTCCG 
ATTGATTTTTTTGCTGTTGTTATGACAGGCAAGATGTCTCGTGGCGAGAT 
CAACTGTTGCTTGAAGCAATTGACTGAAGGTGTTAAATATTTACATTCTA 
TGGGATTGGCACATAGAGATTTGAAATTGGATAATTGTGTCATGACTTCC 
CAGGGTATTTTGAAATTAATTGATTTTGGTAGTGCTGTTGTGTTCAGATA 
TCCTTTTGAAGATGGCGTAACGATGGCTCATGGAATCGTGGGTAGTGACC 
CTTACTTAGCGCCGGAAGTGATTACCTCCACCAAATCTTATGATCCTCAG 
TGCGTCGATATATGGTCTATTGGGATCATATATTGTTGTATGGTGCTTAA 
AAGGTTTCCATGGAAAGCCCCTAGAGATTCTGACGATAATTTTAGATTAT 
ATTGTATGCCGGATGATATAGAACACGACTATGTTGAATCTGCCAGGCAT 
CACGAAGAGTTACTGAAGGAAAGAAAAGAAAAGCGTCAAAGGTTTTTGAA 
TCACAGTGACTGTTCCGCCATCAATCAGCAACAACCAGCTCATGAATCAA 
ACTTGAAAACAGTTCAAAATCAAGTTCCAAATACTCCAGCATCTATACAG 
GGTAAAAGCGATAACAAACCAGACATTGTGGAAGAAGAAACCGAAGAAAA 
TAAAGAAGATGATAGCAATAATGATAAAGAAAGCACGCCAGATAATGACA 
AGGAAAGTACCATCGATATTAAAATAAGCAAAAATGAGAATAAAAGCACG 
GTAGTTTCAGCTAACCCAAAGAAAGTAGATGCCGATGCCGACGCTGATTG 
CGATGCTAATGGTGACTCTAACGGCAGAGTGGATTGCAAGGCTAACAGTG 
ACTGCAATGACAAAACGGATTGTAATGCTAACAATGACTGCAGCAATGAA 
TCGGATTGTAACGCTAAAGTTGATACTAACGTCAACACTGCTGCCAACGC 
TAACCCTGATATGGTTCCCCAAAACAATCCACAACAACAACAACAACAAC 
AACAACAACAACAACAACAACAACAACAACAACAACAACAACACCATCAT 
CACCAGCATCAAAATCAAGACAAGGCCCATAGTATCGCTTCCGATAATAA 
ATCGAGTCAACAGCACAGAGGACCTCACCATAAAAAAATTATTCATGGCC 
CATACCGTCTATTACGTCTACTACCACATGCTTCAAGACCTATCATGTCC 
CGTATACTGCAAGTAGATCCAAAGAAAAGAGCAACCTTAGATGATATTTT 
TAATGATGAATGGTTTGCCGCCATTGCTGCCTGTACCATGGATTCAAAAA 
ATAAAGTTATTAGAGCGCCTGGCCATCACCATACATTGGTTAGGGAGGAA 
AATGCTCACTTAGAGACCTACAAGGTTTAA 

YOR2 67C, 759 aa (SEQ ID NO 364) 

MPNLLSRNPFHGHHNDHHHDRENSSNNPPQLIRSSKSFLNFIGRKQSNDS 
LRS EKSTDSMKSTTTTTNYTTTNLNNNTH SHSNATS I STNNYNNNYETNH 
HHNISHGLHDYTSPASPKQTHSMAELKRFFRPSVNKKLSMSQLRSKKHST 
HSPPPSKSTSTVNLNNHYRAQHPHGFTDHYAHTQSAIPPSTDSILSLSNN 
INIYHDDCILAQKYGKLGKLLGSGAGGSVKVLVRPTDGATFAVKEFRPRK 
PNESVKEYAKKCTAEFCIGSTLHHPNVIETVDVFSDSKQNKYYEVMEYCP 
IDFFAWMTGKMSRGEINCCLKQLTEGVKYLHSMGLAHRDLKLDNCVMTS 
QGILKLIDFGSAWFRYPFEDGVTMAHGIVGSDPYLAPEVITSTKSYDPQ 
CVDIWSIGIIYCCMVLKRFPWKAPRDSDDNFRLYCMPDDIEHDYVESARH 
HEELLKERKEKRQRFLNHSDCSAINQQQPAHESNLKTVQNQVPNTPASIQ 
GKSDNKPDIVEEETEENKEDDSNNDKESTPDNDKESTIDIKISKNENKST 
WSANPKKVDADADADCDANGDSNGRVDCKANSDCNDKTDCNANNDCSNE 
SDCNAKVDTNVNTAANANPDMVPQNNPQQQQQQQQQQQQQQQQQQQQHHH 
HQHQNQDKAHSIASDNKSSQQHRGPHHKKIIHGPYRLLRLLPHASRPIMS 
RILQVDPKKRATLDDIFNDEWFAAIAACTMDSKNKVIRAPGHHHTLVREE 



WO 02/064766 



PCT/EP01/15398 



54/251 

NAHLETYKV 

YLR110C, 902 bp, CDS: 501-902 (SEQ ID NO 275) 

TATTGGCGTCTGATTTCCGTTTTGGGAATCCTTTGCCGCGCGCCCCTCTC 

AAAACTCCGCACAAGTCCCAGAAAGCGGGAAAGAAATAAAACGCCACCAA 

AAAAAAAAAAATAAAAGCCAATCCTCGAAGCGTGGGTGGTAGGCCCTGGA 

TTATCCCGTACAAGTATTTCTCAGGAGTAAAAAAACCGTTTGTTTTGGAA 

TTCCCCATTTCGCGGCCACCTACGCCGCTATCTTTGCAACAACTATCTGC 

GATAACTCAGCAAATTTTGCATATTCGTGTTGCAGTATTGCGATAATGGG 

AGTCTTACTTCCAACATAACGGCAGAAAGAAATGTGAGAAAATTTTGCAT 

CCTTTGCCTCCGTTCAAGTATATAAAGTCGGCATGCTTGATAATCTTTCT 

TTCCATCCTACATTGTTCTAATTATTCTTATTCTCCTTTATTCTTTCCTA 

ACATACCAAGAAATTAATCTTCTGTCATTCGCTTAAACACTATATCAATA 

ATGCAATTTTCTACTGTCGCTTCTATCGCCGCTGTCGCCGCTGTCGCTTC 

TGCCGCTGCTAACGTTACCACTGCTACTGTCAGCCAAGAATCTACCACTT 

TGGTCACCATCACTTCTTGTGAAGACCACGTCTGTTCTGAAACTGTCTCC 

CCAGCTTTGGTTTCCACCGCTACCGTCACCGTCGATGACGTTATCACTCA 

ATACACCACCTGGTGCCCATTGACCACTGAAGCCCCAAAGAACGGTACTT 

CTACTGCTGCTCCAGTTACCTCTACTGAAGCTCCAAAGAACACCACCTCT 

GCTGCTCCAACTCACTCTGTCACCTCTTACACTGGTGCTGCTGCTAAGGC 

TTTGCCAGCTGCTGGTGCTTTGTTGGCTGGTGCCGCTGCTTTGTTGTTGT 

AA 

YLR110C, 133 aa (SEQ ID NO 276) 

MQFSTVASIAAVAAVASAAANVTTATVSQESTTLVTITSCEDHVCSETVS 
PALVSTATVTVDDVITQYTTWCPLTTEAPKNGTSTAAPVTSTEAPKNTTS 
AAPTHSVTSYTGAAAKALPAAGALLAGAAALLL 

YLR109W, 1031 bp, CDS: 501-1031 (SEQ ID NO 273) 

TGTCTATTAGTAATCAAGAAAAGAACCCTAAATCATCGGCGTCCCCTGTG 

GGGCTCTCGGAAAAACCGGTCCTGACGTCACTGAAAAGATTTCGGCACAT 

GGTCATGGGACCAGAGAAAAATTAATCCGACATGTGGAATATTTCCTTCC 

GTTAAGGTAGTGAGCGCGGATTTTTTCTGATTTGTAATTATACGGGGAGC 

TCTGGCCAAAAAGGTCAGTATTTGGTGATGAAGTTGAATATCATCTTTTG 

ATTTTCTTCTGTATCATTCTTTTTCTTTTTCCACACCCCTTCCGGACGGT 

ATTCACATATTGTTGAGAGGTTAAATGAAAAATAAAGGGGTGGAAAATTA 

AGGACGAGATGTAAGGGAAAAGCATAAACGAAACATTATATAAAGGAGCA 

CAATTTCCTCTCCCTTGCCAATTGTGCATATACCGTTTCTTTATAACGAA 

ATTTCAACAAACCAGAACAACACAAGTACTACCAATAACCACAACAAAAC 

ATGTCTGACTTAGTTAACAAGAAATTCCCAGCTGGCGACTACAAATTCCA 

ATACATTGCTATCAGCCAAAGTGATGCTGACAGTGAATCTTGTAAGATGC 

CACAAACAGTTGAATGGTCCAAATTAATTTCTGAAAACAAGAAGGTTATC 

ATTACCGGTGCTCCAGCTGCTTTCTCCCCAACCTGTACTGTCAGCCATAT 

TCC AGGTTAC ATC AAC T AC TTGGATGAATTAGTTAAGG AAAAGG AAGTTG 

ACCAAGTGATCGTTGTTACTGTTGACAACCCGTTCGCTAACCAAGCGTGG 

GCTAAGAGTTTAGGTGTTAAGGACACCACACACATCAAGTTTGCCTCCGA 

CCCAGGCTGTGCTTTCACCAAATCCATTGGTTTCGAATTAGCCGTCGGTG 

ACGGTGTTTACTGGAGTGGTAGATGGGCCATGGTTGTTGAAAACGGTATC 

GTTACTTACGCTGCCAAGGAAACCAACCCAGGTACCGATGTGACCGTTTC 

CTCAGTCGAAAGTGTCTTGGCTCATTTGTAG 

YLR109W, 176 aa (SEQ ID NO 274) 

MSDLVNKKFPAGDYKFQYIAISQSDADSESCKMPQTVEWSKLISENKKVI 
ITGAPAAFSPTCTVSHIPGYINYLDELVKEKEVDQVIWTVDNPFANQAW 
AKSLGVKDTTHIKFASDPGCAFTKSIGFELAVGDGVYWSGRWAMWENGI 
VTYAAKETNPGTDVTVSSVESVLAHL 
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YBL081W, 1607 bp, CDS: 501-1607 (SEQ ID NO 29) 

TTGTTGCAACAATTTTGGGATGCTTCTGCGTCGTACGACCCTGTATTTAC 

CTTCTCTAGCTCATCGCTTCCCAGGGTCCACGTTAATTTTTCAATTTTTT 

CTTGCGTGTCGAAGATTCAGGTCTCGAGAAATTTGTCAAAAATTTTTCAC 

TAGATATTAAGAACTATATACATCGAATAAGATGCCAGCACAGAAGAGAT 

AGGCAATCAGTTTAGATACTACAGACACTATCCAATAGTGCAAAGCAAAA 

GCAGCATAGAAAAAAGAGAATCCCGTTTCCAGCTTTTTCTCTTTTTCCCA 

TTCGTTTTTCCTGATCTTTTTTTCTGCATCGTGGCACCTAGAACAAGAGG 

TAC CTTC CATCCTTCGCTT AATATTTGATACGACTTTTTTGATTTCC ATT 

ATTATTATTTGTTACTATTATTATTTATCATTTGGGTTTCGGTTTTTTGT 

AATAATTTTCTTTTTTTTTTTTGGCTCTATTTCACTAAGACATCGTATAT 

ATGCCAGGCCAGATAATCAGCATTCCGTTTTTGTCGCAGAACGAGGACAT 

GGATAAATACTTGTTGGAGTACCGCAGTTTGAAGCTCCTTCATCAGTCCA 

GTAATTCCTTCCAGTCTCACAATGCGCCCTCCCACCAGTCGAACTACCAC 

CCCCATTACAATCACATGAAATACAACAACACTGGTAGCTATTACTATTA 

CAACAACAACAATAACAGCAGTGTAAACCCACATAACCAAGCTGGTCTAC 

AATCCATTAACAGATCTATTCCATCGGCCCCGTACGGGGCTTACAACCAG 

AACAGAGCTAATGACGTACCATATATGAATACCCAAAAGAAACACCACAG 

ATTT AGCGC TAAC AATAATTTGAACCAGC AAAAAT ACAAGC AATATC CCC 

AGTATACGTCCAATC CAATGGTTACTGCAC ATCTGAAGCAAACGTACC CT 

CAACTGTACTACAATAGCAACGTCAATGCTCACAACAACAACAACAACAG 

CAACAACAACAACAACAACAACAACAACAGCAACAACAACAACAATCTTT 

ACAACCAGACGCAGTTCTCCACGAGGTACTTCAACTCGAACTCCTCTCCC 

TCGTTGACTTCTTCCACTTCTAACTCATCCTCTCCATACAACCAAAGCAC 

CTTCGAATACATTTTGCCGTCAACTTCGGCAGCTTCCACAAATTTATCGT 

CGTCATCATCAAACAACTCTATGCACACCAACCCAACCACTGCAACATCG 

ACATCCGCCGATTTAATCAATGATTTACCCGTGGGCCCCACGTCCAGTTC 

GCTTATCTCGGATCTACATTCTCCACCAACTGTATCTTTCCTACCAGCAA 

GCCAAACCCTGCTCATGTCCTCCACCACATCTAGCTCTATTGGCACCAAC 

ATAAACCCACCGCAACATTCACCATCCCCATCGCAAAGGGAGGATTTTTC 

GACGGCACCAGTGAACATGTCTTCGTCCGCATCACTCTTGATGAATGATT 

CTTCTTTAGGATGGGGGTCTAACCACATGAACGTATCTTCATCCTCTCAA 

CCAGCATCATCAAGACCCTTTGGCATTTGGAATACTGACATGAGCGTTTG 

GAGTTGA 

YBL081W, 368 aa (SEQ ID NO 30) 

MPGQ IIS I PFLS QNEDMDKYLLE YRSLKLLHQS SNSFQSHNAPSHQ SN YH 
PHYNHMKYNNTGSYYYYNNNNNSSVNPHNQAGLQSINRSIPSAPYGAYNQ 
NRANDVP YMNTQKKHHRF S ANNNLNQQKYKQ Y PQ YTSNPMVTAHLKQT Y P 
QLYYNSNWAHNNNNNSNNNNNNNNNSNNNNNL^ 

SLTSSTSNSSSPYNQSTFEYILPSTSAASTNLSSSSSNNSMHTNPTTATS 
TSADLINDLPVGPTSSSLISDLHSPPTVSFLPASQTLLMSSTTSSSIGTN 
INPPQHS PS P SQREDFSTAP VNMSSS AS LLMNDS SLGWGSNHMNVS SS SQ 
PASSRPFGIWNTDMSVWS 

YDR366C, 899 bp, CDS: 501-899 (SEQ ID NO 125) 

CTGTCGATATTGGGTTACTTTGTAGTGCATTATTTCCATCAATATTAGCA 

GTGTCTTCCAAGGTGAACCATTGCGTGGTAAACCATAGAGTAAAAAAACA 

AGTGGAAATGGTATCGATTGTATAAAGTACGCAGATTTGCGAAAATACCA 

GCAAGTTTGGCTTATGAATCAAATACAGCCCTTGTGAGAATACGATTAAT 

GTAAATACCGACCAAAGATATGCTATCCATTGCATAAAATCCAACGGATG 

ACCCGTGAACAATGCTAAAATACCATAAGCACCACTGCATTTGTTTAGAA 

TGGAAATACCTAAGACAATCTCAACTGCAAGGTATAGCGGCATAAACCCC 

AAAAAAGACTATGAAAAAAAAATATGTTTGAGAACAGGTTAGTAAAATTG 

TGCTTTGCTTCGAATCCTTACAAGTTAACAAAAATTTATAGCGTTTGCCG 

GAAACATACTTTTGGAAGGGTTAGAAGAGATGATCTCATAACTAAGGTTA 
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ATGGTTACAATTGGTAGTTCCTCCCTGGTATTATTTCTTTTCTTCGTAGT 
TTTTGTACAGATCACTTATACAGCTTTACACAGATTTTCCCGCTTGTTGT 
GCACTTTTTTTTCGAAGATTATTGAAGAGGGATGCGTTTGGTACAATAAA 
AAACATAGGTTCCCAAACCTATATAAATATATATATGTATATGTATATAT 
ACTACATATATGCTTTGAGAAATATGTGAATGTTGAGATAATTGTTGGGA 
TTCCATTGTTGATAAAGGCTATAATATTAGGTATACAGAATATACTAGAA 
GTTCTCCTCAAGGATTTAGGAATCCATAAAAGGGAATCTGCAATTCTACA 
CAATTCTATAAATATTATTATCATCATTTTATATGTTTATATTCATTGA 

YDR366C , 132 aa (SEQ ID NO 126) 

MVTIGSSSLVLFLFFWFVQITYTALHRFSRLLCTFFSKIIEEGCVWYNK 
KHRFPNLYKYIYVYVYILHICFEKYVNVEIIVGIPLLIKAIILGIQNILE 
VLLKDLGIHKRESAILHNSINIIIIILYVYIH 

YDR154C , 851 bp, CDS: 501-851 (SEQ ID NO 101) 

TAGACGGGCTTCCACGCGCTTCCACTCATTTCTGTCTCTGGTAATGGCCG 

TGGCCCTTCTCACTTTGGTTGGGCTTACGCTGACAAGTGTCTGTTCGATT 

CCCTGTATAAATATAAACGTATTCTCTTGAGCCTTCTATCCTTTTGCCAC 

TGTCGTCATCATTTGTTCCTCCTTTTTCGCTAGATAGGTTATATTAAGAT 

TTGTCTTGAATTTAATATCTCAACTCAATCCAAACTCAACCGCTAATACT 

ACCATGTCCCAAGTCTATTTTGATGTCGAAGCTGATGGCCAACCAATTGG 

CCGTGTCGTTTTCAAGTTGTACAACGACATAGTCCCAAAGACTGCAGAAA 

ACTTCAGAGCTCTATGTACCGGTGAAAAGGGATTCGGCTACGCTGGCTCT 

CCATTCCACAGAGTTATTCCAGACTTCATGTTGCAAGGTGGTGACTTCAC 

TGCTGGTAACGGTACCGGCGGTAAGTCTATCTACGGTGGCAAATTCCCAG 

ATGAAAACTTCAAGAAGCACCACGACAGACCAGGTTTGTTGTCCATGGCC 

AACGCCGGTCCAAACACCAACGGTTCTCAATTCTTCATCACCACCGTTCC 

ATGCCCATGGTTGGACGGTAAGCATGTTGTCTTTGGTGAAGTTGTTGACG 

GTTACGACATCGTTAAGAAGGTTGAGTCCTTGGGTTCTCCTTCCGGTGCC 

ACCAAGGCTAGAATTGTTGTTGCCAAGTCCGGTGAATTATAACCGCTCTG 

CCTGGAACAATACAGCAAAAATTGAAACGAACTATTCTCTCTTAAATTAT 

ATGTATATGTATAAGGTATGTGTATGTATGACAATCAATTCTTATAACTA 

A 

YDR154C, 116 aa (SEQ ID^NO 102) 

MKTSRSTTTDQVCC PWPTP VQT PTVLNS SS PPFHAHGWTVSML SL VKLLT 
VTTSLRRLSPWVLLPVPPRLELLLPSPVNYNRSAWNNTAKIETNYSLLNY 
MYMYKVCVCMTINSYN 

YHR162W, 890 bp, CDS: 501-890 (SEQ ID NO 213) 

CGCTCGCTTCCAAGAGTTATCATCATATTCTTCATCATATTCTTCCATAC 

TTAAGGTGGGTAGCGAGGACCCCTCAATTCCCCCACCTCTCTGCCAGGGC 

GTCATCTTTTTCTACAAAAGCCAGGCTGAGTCACGTCAGTTGCTGACCCT 

GGGGGCTGCATTGTTTCCTACGAATTACTCATTTGTTTCGTGCGCTTTCC 

TATTGCGCGCATGACTAGGATGGAAAAAAAAAGAAGAAAAAGAAAAGCGT 

TGAGTATATAATAAGAAAGAAGAAAAAGTCCGAGAGAAAAGAAGCACAAA 

GGTTTTTCCTCGAGGAAAACAGTAAAGTTTGATACGCACATCGTTGACAT 

CGCTGACTGCAATAGGAAACTGAAATAGACGGCAAACCATTAGTTCATTC 

GAAAGAACGTATTGTCGAGAATTATCACTCACTATATCAGAAAATTGACA 

CACGAATTATATAAACGAAGTTATACAGAAAAAGATTAAAGAAAAGAAAA 

ATGTCTACATCATCCGTACGTTTTGCATTTAGGCGGTTCTGGCAAAGTGA 

GACAGGCCCCAAGACGGTGCATTTCTGGGCTCCTACTTTGAAATGGGGTC 

TGGTTTTCGCTGGATTCAGCGATATGAAGAGACCGGTGGAAAAAATTTCT 

GGTGCTCAAAATTTGTCGCTGCTATCTACTGCGCTGATTTGGACTCGTTG 

GTC CTTTGT C ATC AAGC C AAG AAAC ATCTTGTTGGC TTCTGTC AACTCGT 

TTCTTTGTCTGACCGCTGGCTATCAATTGGGTAGAATTGCCAACTACAGG 



WO 02/064766 



PCT/EP01/15398 



57/251 

ATACGGAATGGCGACTCTATATCGCAATTGTGTAGCTATATTCTCAGCGG 
CG.CCGACGAAAGCAAAAAGGAAATTACTACGGGCAGATAA 

YHR162W, 129 aa {SEQ ID NO 214) 

MSTS SVRFAFRRFWQSETGPKTVHFWAPTLKWGLVFAGFSDMKRPVEKI S 
GAQNLSLLSTALIWTRWSFVIKPRNILLASVNSFLCLTAGYQLGRIANYR 
IRNGDSISQLCSYILSGADESKKEITTGR 

YGR243W, 941 bp, CDS: 501-941 (SEQ ID NO 189) 
. CCTCCACCAAAGCAAAATGAAAACAAAGCCATACTGGGAAAAATCTGAAA 
AAAAAAATGGTAGGAGTAAAAGAAAAGAAAAAATAAAGGTTACCCTGCAG 
TTTGGATAGTCGGGTAACATTTGGCCCTTTTCCTCCTTGATTGGATATTA 
TTACCCCGATTACCCCTCATCTTGGGAGTGCCCCGCTTTTATTTCTCCCG 
CCAATCGGCTATTAACGGCTTTACGTCATTCCGTGGGCGGGTCAAGCGAG 
CCGCTCCCTGGTTTGGTCACGCAAAACCGAAAGGCTCAAACAAAACTAAG 
GCCATCATATATATATATGCGGCTGCGTGCGTGTATTCTCCCGGATAATA 
TGGTGCGTTGCAATTGGAGTATTGGAGAAAATTTTCTTTTCCCTTTCATT 
ACGGCGGAAATACTTCATATAAAAAAAAAGAATACAATCAGTCTTTAAGA 
CTATACGCATAAGCATTCAAGACACATAGAAACACAAACCTATATTTTTA 
ATGTCAGCATCAGCTTTTAATTTTGCCTTTAGAAGATTTTGGAATAGTGA 
AACAGGCCCTAAAACAGTACACTTCTGGGCCCCAACTTTGAAGTGGGGGC 
TGGTCTTCGCAGGGCTAAATGATATTAAGAGGCCTGTTGAGAAGGTATCA 
GGAGCACAAAATTTATCTTTATTAGCGACGGCACTGATTTGGACGCGTTG 
GTCGTTTGTCATCAAGCCCAAGAACTATCTGTTAGCTTCCGTCAATTTTT 
TCCTGGGTTGC AC TGCAGGC TACC ATCTAACAAGAATTGCTAACTTTAGG 
ATACGGAACGGTGATTCTTTTAAACAGGTTATTCACTACATAATAAAAGG 
GGAGACTCCTGCAGCCGTCGCAGCAAAGCAAACTGCATCCACATCGATGA 
ACAAAGGTGTGATCGGTACTAATCCGCCAATAACGCACTGA 

YGR243W, 146 aa (SEQ ID NO 190) 

MSASAFNFAFRRFWNSETGPKTVHFWAPTLKWGLVFAGLNDIKRPVEKVS 
GAQNLSLLATALIWTRWSFVIKPKNYLLASVNFFLGCTAGYHLTRIANFR 
IRNGDSFKQVIHYIIKGETPAAVAAKQTASTSMNKGVIGTNPPITH 

YBR050C, 1517 bp, CDS: 501-1517 (SEQ ID NO 43) 

AAGTACGATATGGTATAACTGTAACATTGAAGGACTGAAGGACTGAAGGA 

CTGAAGGACTATAGTCAAGGGCCAATGGGGAAGGTCCCTTCCAGGCCATT 

TGCCCGATAGTTTGTCCTTCTCTTGCTTTTCCGACGGCCCGATTGCATGT 

GGCGGGGCAGCACTGGATAAAAAAACGTGGGGGGAGTGATTAAATTTATA 

CGCTTATTGTGTCAACACGGAAACCTTATAGTTATCATTACTAACATCGC 

AACAAGCTGCTTTTTTACTCGTTTTTAGCCACACCATACCCCCTTTAATT 

AACTAATAATGCATAAAATAGTTATTGCTTCTTGAGTTGCAGCTTCTTCC 

TGGACGTACTGTTATATATGGCATGTCTTCGCATGTCCGTCAAATTTAGC 

GTTGTCTCGAAACTTAGGCTGTCGTTCTTGCTGTCTGTCTTCTGATAAAA 

TAATATATTGGAATAAGAAAAAAAAAATAGGAACAAGAAAGTGTGTGAGA 

ATGACTTTGAGTAATTGCGACTCTTTGGATAACTTATTCCAGGACCCTCC 

AGAGGAAGAAGAAAGTAGTAAATTCGTTGAGGCGGTCAGAACTTTGATGA 

ATAGAAACGATATGGGATATCCTCCCGCCGCTGCAAATGGTACGTATTGC 

TTAAAAAAAATCAAGTCTTTGAATGCCAAACAGTGGAAAATAAACAAGAA 

AAGAATGTGCATGTTGCCAGCAGTAAAGAAGAAAAATTTCGACTTTCACG 

AGCAAAGAAGTTTAATCTTGAATTTAAATTTATGGAAATTCATCAAGTTT 

ATCAATTGTAGTAGTAAAAACAATTACAATAAAAATAATAAGCATGTGAG 

AAGCTCGAACAACACTGTAAAAAATGAAAATGTTTTACCGTTACAAAAAC 

ACAAGAAAGTGGACAATGATCAAAGATTGGAGAACCTTTTTTGGAGAAGC 

TGGTTTAAGGCACGCAAAAGGAGAGATATAATGGGCAAGCCACGAGAGAG 

GCATATCAAATTTAACGATAACGTTGAACAGTGTATTATAACTGATGAGC 
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ATTTCATACAAAGGCTTCCTTCTACACGGTTGAATTCGACTGATGAACAG 
CGCCCTTGTTCAAAGTCTGAACTAGATCCCTGTATTGGCAACGCAGCAAG 
TAAGCGAAGTTTCTATGATTATAACAGCGTTTACGTCGCGAGTGACGCAA 
TTATTACGACTGCCGCTGCCACTGCCATTATCAGTAGTAATAGTGGAGAC 
TATCAGCGTGGGCACGATGTTCGCGATGTTCCAAGAAATGTTTTGTTACA 
GGCAGGAGAAACAGATTTCAGTAGTGTGCTTCGGGTTGACTCCGATCTCA 
AGTTATCCAACATAAGTCATCATTCCCCCGTAAAACCTTCGTCAACTTCA 
AGTCATTCGACCTTCATTTTCGAGTCGGAAACTGACACTGATACTGATAC 
TGACGCTGAAACAGAAAATGACATTGACGCTTACATAGACACCAGTATAC 
CCAACCTGCTCCTATAA 

YBR050C, 338 aa (SEQ ID NO 44) 

MTLSNCDSLDNLFQDPPEEEESSKFVEAVRTLMNRNDMGYPPAAANGTYC 
LKKI KS LNAKQWKI NKKRMCML P AVKKKNFDFHEQRS L I LNLNLWKF I KF 
INCSSKNNYNKNNK^^ 

WFKARKRRDIMGKPRERHIKFNDNVEQCIITDEHFIQRLPSTRLNSTDEQ 
RPCSKSELDPCIGNAASKRSFYDYNSVYVASDAIITTAAATAIISSNSGD 
YQRGHDVRDVPRNVLLQ AGETDFS SVLRVDSDLKLSNI SHHS PVKPS STS 
SHSTFIFESETDTDTDTDAETENDIDAYIDTSIPNLLL 

YEL071W, 1991 bp, CDS: 501-1991 (SEQ ID NO 143) 

TAGCTTGACCTGGTCAGATTAATCAGCTTCCAACGTTACTTCCCTTTCGC 

AAGAATCTACCCAAAATGTCTCGAGCATCTTGATAATTACAGTATCGTTC 

GTCCCGACTTGGCATTTGTTTAAATTTCTAAGATGCTTCCTATAGGAACA 

TAATTGTCAAGAAAGCACAACAAATTGTCTGCAATGTCAACAGGAGTGGC 

GCATTTTATGTTTTTTCATTTTTTTTTTTTTGTGCGTGATCATTAAGCGG 

GATATTGTCCACAGTCATCTAAAAGAATGACCATTTCGACGACTTAGTTC 

GGAAAATATTTCCAGCGGATGACACCACTTGCCACAGTTGGTGACCGCCA 

AATCTAAGTCACGCGCGGAAACTGAAAGGTTGTGAGTATATAAGTGATCA 

CTCGCTTATATAAC TGACGAGGC AGAAC AGGGTGC CAAAATGCTCCTC AA 

TATTTTATTCATTTGAGATTCAAGGCTTAAAGACAGCATATATAAGAATT 

ATGACGGCCGCACATCCTGTTGCTCAGTTAACTGCCGAGGCATACCCTAA 

AGTCAAGAGAAACCCAAATTTCAAAGTTCTCGACTCGGAAGATTTGGCGT 

ACTTTCGTTCGATTTTGTCAAATGATGAAATCTTAAACTCTCAAGCTCCA 

GAAGAGCTTGCTTCGTTTAACCAGGACTGGATGAAAAAATATAGAGGCCA 

GTCCAATTTAATTCTCTTGCCAAACTCCACTGATAAAGTGTCCAAGATTA 

TGAAATACTGTAACGATAAAAAGTTGGCAGTAGTACCACAAGGTGGTAAC 

ACCGACTTGGTCGGAGCCTCTGTTCCGGTATTTGATGAGATTGTTCTTTC 

TCTAAGAAATATGAACAAAGTCAGAGATTTTGATCCAGTTAGCGGGACTT 

TCAAGTGTGACGCGGGTGTCGTTATGCGTGATGCGCATCAATTTTTACAC 

GACCATGACCATATCTTCCCATTGGATCTGCCTTCTAGAAACAACTGTCA 

AGTGGGCGGTGTAGTTTCAACTU^TGCAGGTGGTTTGAACTTTTTAAGAT 

ATGGGTCTCTACACGGTAATGTTTTGGGTTTGGAAGTGGTGCTACCCAAC 

GGTGAGATTATCAGCAATATCAATGCCCTAAGGAAGGACAATACTGGTTA 

TGACTTGAAACAATTATTCATCGGTGCAGAGGGTACTATCGGTGTCGTTA 

CTGGTGTATCCATAGTTGCAGCAGCAAAGCCAAAAGCCTTGAATGCCGTA 

TTTTTTGGTATTGAGAATTTCGATACCGTTCAGAAATTATTTGTCAAGGC 

TAAAAGTGAATTATCTGAGATTTTATCTGCTTTTGAATTCATGGACCGTG 

GCTCCATTGAATGTACGATAGAATACTTGAAGGACTTGCCTTTCCCTCTG 

GAGAACCAACACAACTTTTATGTTCTTATTGAAACGTCAGGGTCCAATAA 

GAGACACGACGATGAGAAGCTGACTGCTTTCCTCAAAGATACCACAGATT 

CTAAATTAATTTCGGAGGGTATGATGGCTAAGGACAAAGCCGATTTTGAT 

AGACTTTGGACCTGGAGAAAATCTGTTCCAACAGCTTGTAATTCTTACGG 

TGGTATGTACAAGTATGACATGTCACTTCAATTGAAAGATTTATATTCCG 

TATCTGCGGCTGTGACGGAGAGATTAAACGCAGCCGGTTTGATTGGTGAT 

GCACCAAAACCAGTTGTTAAATCATGTGGTTATGGTCATGTCGGTGACGG 
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AAACATCCATTTAAATATCGCGGTAAGAGAATTTACAAAACAGATTGAGG 
ACTTACTAGAACCATTTGTTTATGAATATATTGCATCAAAGAAAGGTTCC 
ATCAGTGCTGAGCATGGGATCGGTTTCCATAAGAAAGGTAAGTTACACTA 
CACCAGAAGTGATATTGAAATTAGATTTATGAAGGATATCAAAAATCACT 
ACGATCCAAATGGAATCTTAAACCCATACAAGTACATTTGA 

YEL071W, 496 aa (SEQ ID NO 144) 

MTAAHPVAQLTAEAYPKVKRNPNFKVLDSEDLAYFRSILSNDEILNSQAP 
EEUVSFNQDWMKKYRGQSNLILLPNSTDKVSKIMKYCNDKKLAVVPQGGN 
TDLVGASVPVFDEIVLSLRNMNKVRDFDPVSGTFKCDAGVVMRDAHQFLH 
DHDHIFPLDLPSRNNCQVGGWSTNAGGLNFLRYGSLHGNVLGLEWLPN 
GE 1 1 SNINALRKDNTGYDLKQLFIGAEGTIGVVTGVS IVAAAKPKALNAV 
FFGIENFDTVQKLFVKAKSELSEILSAFEFMDRGSIECTIEYLKDLPFPL 
ENQHNFYVLIETSGSNKRHDDEKLTAFLKDTTDSKLISEGMMAKDKADFD 
RLWTWRXSVPTACNSYGGMYKYDMSLQLKDLYSVSAAVTERLNAAGLIGD 
APKPWKSCGYGHVGDGNIHLNIAVREFTKQIEDLLEPFVYEYIASKKGS 
I S AEHG I GFH KKGKLH YTRSD I E I RFMKDI KNH YD PNG I LNP YKY I 

YDR133C , 836 bp, CDS: 501-836 (SEQ ID NO 95) 
GTGCAGAGGGTGAATCAACGGCCCCTTCACAGAAACCGCGCAGGAATTTT 

CTAACTATTTTTTTTGCAATTTTTTTGTGTACACTTTCCACAACATATAG 
GATGGTTTAGTCATCTCTCGAAGTATATAAACCGTTGCTGGATCGTGGTT 
GTTCTTCATCGACTTCTCTCTGCTAGACTCTCTTTTTTAAAATTTTTTCA 
TAGAATAAAAAACCAAGGATAACAAACATCTTCTTTCGTTCGCTTCAAAA 
TAACTACAAATTAAAAATGCAATTCTCTACCGTCGCTTCTATCGCTGCTA 
TTGCCGCTGTTGCCTCCGCCGCTTCTAACATTACCACTGCTACTGTCACA 
GAAGAATCTACCACTTTGGTCACTATCACTTCTTGTGAGGACCACGTTTG 
TTCTGAAACAGTTTCCCCAGCTTTGGTTTCCACTGCTACCGTCACCGTAA 
ATGACGTTATCACTTAATACACCACCTGGTGTCCATTGCCAACCACTGAA 
GCACCAAAGAATACCACTTCTCCAGCTCCAACTGAAAAGCCAACCGAAAA 
GCCAACTGAAAAGCCAACCCAACAAGGTTCTAGCACTCAAACTGTTACCT 
CCTACACTGGTGCCGCTGTTAAGGCTTTGCCAGCTGCCGGTGCTTTGTTG 
GCTGGTGCTGCCGCTTTATTGTTGTAATTTACTCAACCTTTTCTTTAATA 
TATTTTTAGAAAAATGGTTAAGTACTTTTCCGTCAATACAGCTTCCACAA 
AATCGTTTTATTTCAATTAATAAGATATTCTGGTAA 

YDR133C , 111 aa (SEQ ID NO 96) 

MTLSLNTPPGVHCQPLKHQRIPLLQLQLKSQPKSQLKSQPNKVLALKLLP 
PTLVPLLRLCQLPVLCWLVLPLYCCNLLNLFFNIFLEKWLSTFPSIQLPQ 
NRFISINKIFW 

YHL021C , 1898 bp, CDS: 501-1898 (SEQ ID NO 193) 

GGTAAAAGAAATGATCAGGGAGCGTTTCTTGCAACAGCAGCAACAGTACA 

GGCAGCAACAGCAGAAGGATGGCAATTACGTAAAGCCCTCTCAGGACAAC 

GTGGATAGCAAGGACTAACCGAGACAGATTGAGGTCTTTCATGCATTACC 

ACCAGTAATAATATTATACGGAATAATATAGTTTATATAATATCCATAAT 

CATAATCATAATCATAATCATAATCATAATCGTGATATTGTACCAGCCCC 

GCTTCTCCCCTTTTGAACTACCATTATTATCGGACCCTCTTTACCTTTGA 

ATGGCTCAGTAAGGACCTTTGCGCAGCCGTAAGGGGGTCGGGAATACATT 

TCCGGGGTTGATCCTCGAGGAAAAGTGCTATCTATATAAGGAGAAGCCCT 

TCTAGATCCAAATATCAGGGGTAACTCTTCACAACTGGCCAGGAACATAT 

TCCAAGTTAAAAAGAAAAAATAATTATTAGAAACCAATTACCAACACAAG 

ATGCTAAGATCAAATTTATGCAGAGGATCTCGAATCCTTGCAAGACTGAC 

CACTACACCAAGGACATACACATCTGCGGCGACAGCTGCGGCTGCGAATC 

GGGGACATATCATCAAAACATACTTCAATAGAGATTCTACGACAATTACG 
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TTCTCCATGGAGGAGTCCAGCAAGCCGGTTTCCGTTTGCTTTAACAACGT 
TTTTCTTAGAGATGCCTCCCATAGTGCCAAGCTGGTGACCACGGGAGAAC 
TGTATCATAACGAGAAATTGACCGCTCCTCAGGACATTCAAATTTCTGAG 
GACGGAAAATCTCTAGTGGTGAAATGGAAAGATGGCGGTCATCACCAGTT 
CCCTTTACAATTCTTTATCGACTATAAAGGTTCCAGTTTTGTTTCGCCAG 
CAACAAGAAAACAAGAATCCAGATATAGACCCCAGTTATGGAATAAGCGC 
ATCCTGAAAGATAACGTCAAGGACTTACTTTCTGTGAGCTACAACGAGTT 
TATTGATCCTAAGGATGACTCCAAGCTTTTCCAAACGCTGGTCAACCTAC 
AAAAGTTTGGTATCGCTTTCATTTCCGGTACTCCTTCATCCTCCTCTGAA 
GGCCTTACCATACAAAAGATCTGTGAAAGGATCGGACCCATAAGATCGAC 
TGTACATGGTGAAGGTACATTTGACGTGAATGCATCCCAAGCGACAAGTG 
TTAATGCCCATTATGCCAATAAAGACTTGCCGCTACATACGGATTTACCA 
TTTTTAGAAAATGTGCCAGGTTTCCAGATTCTACAATCTCTACCTGCTAC 
AGAAGGGGAAGATCCCAATACTAGACCCATGAATTACTTCGTGGACGCAT 
TTTATGCTACCCGTAATGTTAGAGAATCGGATTTTGAGGCTTATGAGGCT 
TTACAAATTGTTCCTGTAAATTATATATATGAAAACGGCGATAAGAGGTA 
CTACCAATCCAAACCTTTAATCGAACATCACGACATTAACGAGGACAATA 
CTCTTCTGGGTAATTATGAGGCCTTGATTAAATGCATTAACTACTCTCCA 
CCATACCAAGCACCTTTCACTTTCGGAATTTATGATAAGCCCTCAGATCT 
AAATAATAATCTGGACTTGAATTTAATTACCACCCCAGCAAAACTAACAG 
AGAGATTTTTGTTTAAGTCTTTCATTAGGGGGTTGAACTTGTTCGAGAGT 
CATATCAATGACTTCAACAATCAATTTAGATTGCAGTTGCCCGAAAACTG 
TTGTGTTATCTTTAACAACAGGAGAATTTTGCATGCTAACTCTTTAACAA 
GCTCAAACCAGCAATGGTTAAAGGGTTGCTATTTCGATTCTGATACTTTC 
AAGAGTAAATTAAAGTTCTTGGAAGAGAAGTTTCCTCATGACAAATAA 

YHL021C, 465 aa (SEQ ID NO 194) 

MLRSNLCRGSRILARLTTTPRTYTSAATAAAANRGHIIKTYFNRDSTTIT 
FSMEESSKPVSVCFNNVFLRDASHSAKLVTTGELYHNEKLTAPQDIQISE 
DGKSLVVKWKDGGHHQFPLQFFIDYKGSSFVSPATRKQESRYRPQLWNKR 
ILKDNVKDLLSVSYNEFIDPKDDSKLFQTLVNLQKFGIAFISGTPSSSSE 
GLTIQKICERIGPIRSTVHGEGTFDVNASQATSVNAHYANKDLPLHTDLP 
FLENVPGFQILQSLPATEGEDPNTRPMNYFVDAFYATRNVRESDFEAYEA 
LQIVPVNYIYENGDKRYYQSKPLIEHHDINEDNTLLGNYEALIKCINYSP 
PYQAPFTFGIYDKPSDLNNNLDLNLITTPAKLTERFLFKSFIRGLNLFES 
HINDFNNQFRLQLPENCCVIFNNRRILHANSLTSSNQQWLKGCYFDSDTF 
KSKLKFLEEKFPHDK 

YKL054C, 2717 bp, CDS: 501-2717 (SEQ ID NO 237) 

CCTGCTCTAGACGAAGCTAGGGAGGAGGCGCCGTTTGAAAATGGCGGCAA 

ACTAAAAGAAGTTGACAAATGAAGTATATATTTTAGCACAGAATGTGCAT 

TATTCAACATGTAAATACTAATACTGCAATATCGACTTATAATAATGTAT 

AGTGATCCGTATATTAATAGATCTGTTTCAATTCTTTACCTTTTTAGGAT 

ATCCGTCACCCGTGATTCCGTCGGAGGTGAGCACTCGCCCAAATAAATAA 

CGGGAAATGGTGGCAAAAAGTAGTGGCGGGAAAAGGAAAAATTTTCGTTC 

TCTCCCATATAAACGTTTCATTCCTTTTCCTAAGTCTTTTACAGTAATTT 

CAGAAACATTCGTATTTTATATTTGATCTTTTGAAGCTACAAGAAAAACT 

CTTACCAATTACCCCAAAAAAATCACCATCATAAAGTACTTACATATTTA 

TTTTTGTTTGGTCGTTTTCTCAATATAATCTACATCATCATATATATATA 

ATGTCTACACAATTTAGGAAGTCTAATCATAATAGTCATAGTAGTAAAAA 

ACTAAATCCTGCGCTAAAGTCCAAAATAGATACGCTTACAGAATTGTTCC 

CTGACTGGACGAGTGATGATTTAATTGATATAGTTCAAGAATATGATGAT 

TTGGAAACTATAATTGATAAAATTACTTCCGGCGCAGTGACAAGATGGGA 

TGAAGTAAAGAAACCTGCTAAGAAGGAAAAATATGAAAAAAAGGAGCAAC 

AACACTCATATGTCCCTCAACAACATTTGCCAAATCCAGAAGATGATATT 

AC ATAT AAGAGTTC T AATAATAG C AATTCTTTTACTTCTAC AAAGC AT AA 
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CAGTAGTAACAATTATACTCAAGCCAGAAATAAGAAGAAGGTACAAACAC 
CACGAGCTCATACAACCGGGAAACATGTTAATCTCGACAAGGGGAAGCAC 
GTACCATCCAAGCCTGTTTCAAACACTACATCGTGGGCAGCAGCTGTTTC 
TGTAGATACTAAACATGACGTTCCTCAAGATTCAAATGATAACAATAATG 
AAGAATTAGAAGCACAAGGGCAACAAGCGCAGGAGAAAAATCAAGAAAAA 
GAGCAAGAAGAGCAACAACAGCAGGAAGGGCATAATAACAAAGAAGAACA 
CAAACAAATAGAGCAACCTTCTTTATCTTCAAAGAAAACAACTTCTAGGA 
CATCTGCTTCACAACCAAAGAAAATGTCGTGGGCTGCAATTGCTACACCA 
AAGCCAAAGGCTGTTAAAAAGACCGAGTCTCCTCTTGAAAACGTTGCTGA 
ATTGAAGAAAGAAATAAGCGATATTAAGAAGGATGACCAAAAGTCTGAAG 
CTAGTGAAGAAAAAGTTAATGAACAAGAAACATCTGCACAAGAACAAGAG 
GAGGAGACTGCTGAACCTTCTGAAGAAAATGAAGACAGAGTCCCTGAAGT 
GGACGGAGAAGAAGTCCAAGAAGAAGCTGAAAAAAAGGAACAAGTAAAAG 
AAGAGGAACAGACAGCGGAAGAGCTGGAACAAGAACAAGATAATGTTGCT 
GCTCCAGAAGAAGAAGTTACAGTTGTTGAAGAAAAGGTTGAAATTAGTGC 
TGTTATTTCAGAGCCTCCAGAAGATCAAGCTAATACTGTACCTCAACCAC 
AACAACAATCCCAACAACCACAGCAACCACAGCAACCACAGCAACCACAG 
CAACCACAGCAACCACAGCAACAACAACAACCACAGCAACCACAACAACC 
ACAACAACAACTACAACAGCAACAGCAACAGCAACAACAACCAGTACAAG 
CTCAAGCTCAAGCCCAAGAAGAACAATTATCTCAAAACTACTATACTCAA 
CAACAGCAGCAACAATACGCTCAACAACAGCATCAGTTACAGCAACAGTA 
TTTGTCCCAACAACAACAATATGCTCAGCAACAGCAACAGCATCCACAAC 
CTCAATCACAACAACCTCAATCACAGCAAAGTCCACAAAGTCAAAAACAA 
GGGAACAACGTGGCTGCCCAACAGTACTACATGTATCAAAACCAATTTCC 
TGGATATTCTTATCCAGGTATGTTTGATTCACAAGGATACGCTTACGGTC 
AACAATATCAGCAACTTGCTCAAAACAACGCTCAAACTAGTGGTAATGCT 
AACCAATATAATTTCCAACAAGGTTATGGTCAAGCAGGCGCGAACACTGC 
TGCTGCTAATTTGACTAGTGCTGrCCGCTGCTGCTGCCGCTTCTCCAGCTA 
CAGCTCACGCCCAACCTCAACAACAACAGCCATACGGTGGCTCATTCATG 
CCATACTACGCCCACTTTTACCAACAGTCATTCCCATATGGTCAACCTCA 
ATACGGTGTAGCTGGTCAATATCCATACCAGTTACCAAAGAACAATTACA 
AC TATTAC CAAACTC AAAACGGTC AGGAAC AGCAAAGTC CAAATC AAGGT 
GTTGCCCAGCATTCTGAAGACTCTCAACAGAAGCAATCACAACAGCAACA 
GCAACAGCAACCTCAAGGTCAACCCCAACCTGAAGTTCAAATGCAAAATG 
GCCAACCTGTTAACCCACAACAACAAATGCAGTTCCAACAATACTATCAA 
TTCCAACAACAACAGCAACAAGCTGCTGCCGCTGCCGCTGCTGCTGCCCA 
ACAAGGTGTACCATATGGCTACAACGGTTATGATTACAATTCTAAAAATT 
CAAGAGGTTTCTACTAA 

YKL054C, 738 aa (SEQ ID NO 238) 

MSTQFRKSNHNSHSSKKLNPALKSKIDTLTELFPDWTSDDLIDIVQEYDD 
LETIIDKITSGAVTRWDEVKKPAKKEKYEKKEQQHSYVPQQHLPNPEDDI 
TYKSSNNSNSFTSTKHNSS^^NYTQARNKKKVQTPRAHTTGKHVNLDKGKH 
VPSKPVSNTTSWAAAVSVDTKHDVPQDSNDNNNEELEAQGQQAQEKNQEK 
EQEEQQQQEGHNNKEEHKQIEQPSLSSKKTTSRTSASQPKKMSWAAIATP 
KPKAVKKTESPLENVAELKKEISDIKKDDQKSEASEEKVNEQETSAQEQE 
EETAEPSEENEDRVPEVDGEEVQEEAEKKEQVKEEEQTAEELEQEQDNVA 
APEEEVTWEEKVEISAVISEPPEDQANTVPQPQQQSQQPQQPQQPQQPQ 
QPQQPQQQQQPQQPQQPQQQLQQQQQQQQQPVQAQAQAQEEQLSQNYYTQ 
QQQQQYAQQQHQLQQQYLSQQQQYAQQQQQHPQPQSQQPQSQQSPQSQKQ 
GNNVAAQQYYMYQNQFPGYSYPGMFDSQGYAYGQQYQQLAQNNAQTSGNA 
NQYNFQQGYGQAGANTAAANLTSAAAAAAASPATAHAQPQQQQPYGGSFM 
PYYAHFYQQSFPYGQPQYGVAGQYPYQLPKNNYNYYQTQNGQEQQSPNQG 
VAQHSEDSQQKQSQQQQQQQPQGQPQPEVQMQNGQPVNPQQQMQFQQYYQ 
FQQQQQQAAAAAAAAAQQGVPYGYNGYDYNSKNSRGFY 
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YLR311C, 848 bp, CDS: 501-848 (SEQ ID NO 283) 

ACAAAACAGACTTAGTTATTTTATGGTATACAACAAAAGCTCGAATGAAA 

GACGGTTGGCACAAGAGAATTAACAAAATAAACGGAGGAAGAATAAAGTT 

ACACCTATTTCTCAAGAATTCTTTTAAATCCGCTCAAGAAAGTTTAAGGG 

TATTGCATAAAGAACAGAAACGCCGCTGGAAAAGGCTCTTTGTGCTACTT 

CATAATAAATACAGGCAATTTTCTCCACATATTAAAAGGTATTTCGATCA 

TTCTTGCCAAAAAGCAAAACAATGTTGGTCGGGATCCAGATTGCAGTTGC 

GCAAGCTTCGTTTCAAGTCAATGAAACCATTCCGAGTTTTTCAGTTTAAG 

GTTCGCAAAGATACCAACTGGTTTGTAAAGCAGCTGAAACGGTTCGGATT 

GAAATTACAGCATTCGAGGATGTATAAAGCGATGTCAGAATGCAGGAAAA 

AAAATTATTTTAAGTGCAAACACTAGATCATCCAAAACCCAGCATGAAGA 

ATGAAATTAACAAAAGAAAAAAAAAACGACTGCTTAGTAGGAGTGTCATA 

TATCCCTCCTTTAAATTTTTTTACACTTACTTTCCTTTTTTTATTGAGAA 

TAGAAAAGGTGCATCTCTCTCTCTCTCTCTCTCTATCTCTATCTCTAAGG 

TTTTATTACTTTCATAACGTATGCTATCCATCTCTTTTCCTTTTTTTTTG 

TTTTGTTATTCCCTTTTTTTACTCAGTTAGATTCATACTACTATATTTAC 

ATATTCTTCGAAGCTTTTATGAGTTAAATATTTTGTTGCTTTATGGGGCA 

GAAAATAGTCGACGTCAGTCACCTCCAGGTTATTATGTAATTCGCTAA 

YLR311C, 115 aa (SEQ ID NO 284) 

MKLTKEKKNDCLVGVSYIPPLNFFTLTFLFLLRIEKVHLSLSLSLSLSLR 
FYYFHNVCYPSLFLFFCFVIPFFYSVRFILLYLHILRSFYELNILLLYGA 
ENSRRQSPPGYYVIR 

YMR107W, 848 bp, CDS: 501-848 (SEQ ID NO 309) 

AGAGCAGAAATGATGAAGGGTGTTAGCGCCGTCCACTGATGTGCCTGGTA 

GTCATGATTTACGTATAACTAACACATCATGAGGACGGCGGCGTCACCCC 

AACGCAAAAGAGTGACTTCCCTGCGCTTTGCCAAAACCCCATACATCGCC 

ATCTGGCTCCTGGCAGGGCGGTTGATGGACATCAGCCGCCTCCCTTAATT 

GCTAAAGCCTCCACAAGGCACAATTAAGCAATATTTCGGGAAAGTACACC 

AGTCAGTTTGCGCTTTTATGACTGGGTTCTAAGGTACTAGATGTGAAGTA 

GTGGTGACAGAATCAGGGAGATAAGAGGGAGCAGGGTGGGGTAATGATGT 

GCGATAACAATCTTGCTTGGCTAATCACCCCCATATCTTGTAGTGAGTAT 

ATAAATAGGAGCCTCCCTTCCTATTGCAACTCCATAAAATTTTTTTTTGT 

AGCCACTTCTGTAACAAGATAAATAAAACCAACTAATCGAGATATCAAAT 

ATGGGTAGTTTTTGGGACGCATTCGCAGTATACGACAAGAAAAAGCACGC 

AGATCCAAGTGTATATGGAGGAAACCATAACAACACAGGAGACAGTAAAA 

CGCAGGTTATGTTTTCGAAAGAGTACCGTCAACCTAGGACACATCAGCAA 

GAGAACTTGCAGAGCATGAGAAGATCTTCCATAGGATCACAGGACAGTTC 

CGATGTTGAGGACGTTAAGGAAGGGAGATTACCCGCAGAAGTAGAAATAC 

CAAAGAATGTTGACATCTCTAACATGTCGCAAGGTGAGTTTTTAAGACTT 

TACGAAAGTTTGAGGAGGGGGGAACCCGACAATAAAGTAAATAGATAA 

YMR107W, 115 aa (SEQ ID NO 310) 

MGSFWDAFAVYDKKKHADPSVYGGNHNNTGDSKTQVMFSKEYRQPRTHQQ 
ENLQSMRRSSIGSQDSSDVEDVKEGRLPAEVEIPKNVDISNMSQGEFLRL 
YESLRRGEPDNKVNR 

YKL066W, 944 bp, CDS: 501-944 (SEQ ID NO 243) 

GAAAAACATCTCATAAATCATCCCTGGAAAAATGTCTAGTCAAACAGAAA 

GAACTTTTATTGCGGTAAAACCAGATGGTGTCCAGAGGGGCTTAGTATCT 

CAAATTCTATCTCGTTTTGAAAAAAAAGGTTACAAACTAGTTGCTATTAA 

ATTAGTTAAAGCGGATGATAAATTACTAGAGCAACATTACGCAGAGCATG 

TTGGTAAACCATTTTTCCCAAAGATGGTATCCTTTATGAAGTCTGGTCCC 

ATTTTGGCCACGGTCTGGGAGGGAAAAGATGTGGTTAGACAAGGAAGAAC 

TATTCTTGGTGCTACTAATCCTTTGGGCAGTGCACCAGGTACCATTAGAG 
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GTGATTTCGGTATTGACCTAGGCAGAAACGTCTGTCACGGCAGTGATTCT 
GTTGATAGCGCTGAACGTGAAATCAATTTGTGGTTTAAGAAGGAAGAGTT 
AGTTGATTGGGAATCTAATCAAGCTAAGTGGATTTATGAATGAATAACTT 
ATGGCATGGGAGGGTACATATGAGCGCCTTTTTTTTCTCGCTTTGGGCAG 
CTCATATCATGTTCCCTCACTAGCTAATAATATAATGAATTTTTTAGAAG 
GAGCACGATTATATAAAAAAAATACCACTTATGTTGCTACCCTTATATAC 
GAATTTATAATACTTAATGACGCTTCAATGACGCCTGATGTCAAATGCTT 
TTGGCTCC C AGTGAAATTGC C AC ACTTC CTTCTTCTTTCCG AACTTT AT A 
GTATCATCGAAAAATACAAGTTGGCAAAGGTCTATTACAATCGCGGAACG 
TACGATGTTCATACGGTTTCAGCGAATAGTCTTGTAATATCCGGAAGCAT 
GCCTACCGGCATTATTATAGGTAGTTCATCGCCCTTGGACTATGTAGGGG 
TACAAGTAAATAGGCAACTTGAAATGGATCTCCCTATTGAATGA 

YKL066W, 147 aa (SEQ ID NO 244) 

MAWEGTYERLFFLALGSSYHVPSLANNIMNFLEGARLYKKNTTYVATLIY 
EFIILNDASMTPDVKCFWLPVKLPHFLLLSELYSIIEKYKLAKVYYNRGT 
YDVHTVSANSLVT SGSMPTGI I IGSSSPLDYVGVQVNRQLEMDLPIE 

YML053C, 1139 bp, CDS: 501-1139 (SEQ ID NO 295) 

GAGGCGACACCTGCTAATGTTTACAATTTTCCCGATTGGGGTGCTAGAGG 

CATACAGTGGGCTACATGGCACAGCACGGCAGTGCAGAGTGAGAAAATAT 

GACTTCACGCTCGAGGCGAGGCCACGCTTTCGAAGCTTCGAATGCCACTA 

CCTAGACCATTGCTGTTTTGTACCTTCACGGTCCCATTAGAGACATTTTA 

CTTAATGCAAGATTGCCATATCCGTTGTCATGGTACCAAACAGGGTAATA 

ATTTCTAGAAATCATGATACACGTATGACATCTGGGTAACCTAATCCATC 

TGGGTAACCGATTTTTCTCTCCCTTTGCTTTCTCTTTACCACTCAGCTGA 

CTTTATTATTTTTTTTATATTTTTCATTTTGACAAAATTATATAGTTAGG 

AAGAATACAATAGGACTGCGACAGAAACAGATAAGGGCTCTTTTTTCTTG 

GGGTTGGCTGCTTTTATTCATTAATTTAAGACTCAAGTGTGCTGCGTGAA 

ATGCTCTCATACTATGAACACAATACTGCGTTCCAAACAAACAATTGCAA 

TTCCGGTAGCAATGCCGCCACTACATACAACAGCGACGCCAATAATGATA 

CGATCATGAATAAAAGAAAAAATGACCATTTCGAGTTTGATACACACACT 

TTCTACCAAAGATCGAAGAGAACAAAACGAGATTCTGTAAGTACAAAGTT 

TTCGGTCGGTTCCGGGTGTGCTAATCTTAATAACAACAACAACAACATCA 

TCATCAACAACAACAACAACAACAATAATAATAATAATAACCATAATCAT 

AATAACAGCAATAATACTGCAACCTACAATAATATTCATTATAAAAAAAA 

TATCGAAATATGTCCCCTGAAACCGGTTAGTATGCACCACACTATGAACA 

GCCGCTTACTGAACGAATCTGAATTTTATTCTGAAACAGAAGAGTACATG 

ATTCATGGTTATTTCGGTAACACTAATCGCGACATAACAGGCACGAGTCC 

TACTGGAAGTGCTAGTATTATACAACACCAGTATCATCTTCTACCATCCC 

AAAGTATAATTGCATCACAAGCACCCGGTACTGCCATGGCCGCGTTGACT 

AACAACAATATCGCTAACGATTACATGGATATAGATTAA 

YML053C, 212 aa (SEQ ID NO 296) 

ML S Y YEHNTAFQTNNCNS G SN AATT YN SDANNDTIMNKRKNDHF E FDTHT 
FYQRSKRTKRDSVSTKFS VGSGCANLNNNNNNI I INNNNNNNNJINNNHNH 
NNSNNTATYNNIHYKKNIEICPLKPVSMHHTMNSRLLNESEFYSETEEYM 
IHGYFGNTNRDITGTSPTGSASIIQHQYHLLPSQSIIASQAPGTAMAALT 
NNNIANDYMDID 

YOR121C, 806 bp, CDS: 501-806 (SEQ ID NO 355) 

GGTGACGCTGTTTGGGCTACTTCTGGTGGCCTATCTTTGCAACCAAACGA 

AATTGGTGAAATTGTTCAAGGCTTCGACAATCCAGCTGGTTTGCAAAGCA 

ATGGTTTGCATATTCAAGGCCAAAAGTTCATGTTGTTGAGAGCTGACGAT 

AGAAGTATCTACGGTAGACATGATGCTGAGGGTGTTGTTTGTGTAAGAAC 

TAAGCAAACCGTTATTATTGCTCATTATCCACCAACCGTACAAGCCGGTG 
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AGGCCACCAAGATTGTCGAGCAATTGGCTGACTACTTGATTGGTGTTCAA 
TACTAATTTATGCAGGTAAAGTTTTCTTGCCTTATACACCACCTATTCTG 
GCATCTGCGGGATTTCGCTTCCTATTTTACAAATATTTTATTGATTGACG 
CTAATTATCACTGTAAAAGGCGCACTTTTTATATGTAGTCACATCCGGTA 
TTTAACATATTTACGAAACAGTCTTAAGAATATCGACATTTGATATACTT 
ATGTTTAATTTATCTACATATTACAATCATACGAGAAACACGCAAAAACA 
ATTACTTGAATACTTCGAAAGGAGACCAATTTGGATGTACAACCCTTTTT 
TCGCCCTTTTCCTTCGATATGTTATTGATAGCTTCAAAGTCCTCAGTAGA 
CAAAGTAAATATTTTCCTGTTCGTTTTGATTCGATCGGGATTCACAGATT 
TTGGCAAGACAACATAACCTCTTTGGACGTGCCAGCTAATAACAACGTGT 
CCGGGTTGAACGTTATTTTTCTTCGCAATTTCAAGGATAACCGGTTCCTT 
CAATAG 

YOR121C, 101 aa (SEQ ID NO 356) 

MFNLSTYYNHTRNTQKQLLEYFERRPIWMYNPFFALFLRYVIDSFKVLSR 
QSKYFPVRFDSIGIHRFWQDNITSLDVPANNNVSGLNVIFLRNFKDNRFL 
Q 

YOL106W, 854 bp, CDS: 501-854 (SEQ ID NO 341) 

ATATGGTTTCATCATTTTGCTCAATTGTTCTCCATTTGGGTTACCTTTTT 

TGC C AGTTGGTC GT ACTTG AGGTTTTTCC AG AAACTTGC ACCCTTG AATT 

GTCCCTCTTTGCCAACAACTAATTCTCAAGGTGGTCAGGAAATATTGGTC 

GGCGATGCATCTGATACTTTTCAATTGATTTACTTCTTTCCTGATCTAAT 

TAAGCCGATTTTGAGGCCGATTTTCAATTTCATTTATAATGTAGTTGTTG 

TAAAATTTAAAGTCATTAAACCTTTTCATGATATTGATATAGATATTGGG 

AACACCATCGCAGAAAGTAGAGGCGCCAAAAAAATTATGACTGTAGAAGA 

AAGACGAAGACAGTTAGCTTTACAAGTTTTGGAAGAGCGTATGGTAAACC 

CTTGATATATGGATCTATATAACTTGAAATATGCTCTATTATATCGTGAT 

TTAATGACGGCTGTTGGCATTTCGGTCTTTACCAAGGTAGTAGGATTTGT 

ATGCTGAATGTGCGCCAGTACTATCGAACCATAGAAACCCATATATTCCC 

CAATATTAATAATTCTACTGAGAAATGGGTGAATTTTGAAATAATTGTTG 

GGATTCCATCGTTGATAAAGGCTATAATATTAGGTATACAGAATGTACTA 

GAAGTTCTCCTCGATGATATAGGAATCCCCATAATGGAATCTATATTTCT 

ATGTACCAATATTACGATTATTCCTCATTCCATTTCATATGTTTCATTAT 

CCTATTACATTATCGATCCTTGCATTTCAGCTTCCTCTAACTTCGGTGAC 

AGCTTCTATAATAACTTATGTCACTATCTAACACCGTATATGATAATATA 

TTGA 

YOL106W, 117 aa (SEQ ID NO 342) 

MLNVRQYYRTIETHIFPNINNSTEKWVNFEIIVGIPSLIKAIILGIQNVL 
EVLLDDIGIPIMESIFLCTNITIIPHSISYVSLSYYIIDPCISASSNFGD 
SFYNNLC HYLTPYM 1 1 Y 



>YAL003W / 1487 bp, exonl : 501-580, intronl : 581-946, exon2 : 
947-1487 (SEQ ID NO 17) 

CCGATGGAACGTTCTGGAAAAAGAAGAATAATTTAATTACTTTCTCAACTAAAATCTGGA 
GAAAAAACGCAAATGACAGCTTCTAAACGTTCCGTGTGCTTTCTTTCTAGAATGTTCTGG 
AAAGTTTACAACAATCCACAAGAACGAAAATGCCGTTGACAATGATGAAACCATCATCCA 
CACACCGCGCACACGTGCTTTATTTCTTTTTCTGAATTTTTTTTTTCCGCCATTTTCAAC 
CAAGGAAATTTTTTTTCTTAGGGCTCAGAACCTGCAGGTGAAGAAGCGCTTTAGAAATCA 
AAGCACAACGTAACAATTTGTCGACAACCGAGCCTTTGAAGAAAAAATTTTTCACATTGT 
CGCCTCTAAATAAATAGTTTAAGGTTATCTACCCACTATATTTAGTTGGTTCTTTTTTTT 
TTCCTTCTACTCTTTATCTTTTTACCTCATGCTTTCTACCTTTCAGCACTGAAGAGTCCA 
ACCGAATATATACACACATAATGGCATCCACCGATTTCTCCAAGATTGAAACTTTGAAAC 
AATTAAACGCTTCTTTGGCTGACAAGTCATACATTGAAGGGTATGTTCCGATTTAGTTTA 
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CTTTATAGATCGTTGTTTTTCTTTCTTTTTTTTTTTTCCTATGGTTACATGTAAAGGGAA 
GTTAACTAATAATGATTACTTTTTTTCGCTTATGTGAATGATGAATTTAATTCTTTGGTC 
CGTGTTTATGATGGGAAGTAAGACCCCCGATATGAGTGACAAAAGAGATGTGGTTGACTA 
TCACAGTATCTGACGATAGCACAGAGCAGAGTATCATTATTAGTTATCTGTTATTTTTTT 
TTCCTTTTTTGTTCAAAAAAAGAAAGACAGAGTCTAAAGATTGCATTACAAGAAAAAAGT 
TCTCATTACTAACAAGCAAAATGTTTTGTTTCTCCTTTTAAAATAGTACTGCTGTTTCTC 
AAGCTGACGTCACTGTCTTCAAGGCTTTCCAATCTGCTTACCCAGAATTCTCCAGATGGT 
TCAACCACATCGCTTCCAAGGCCGATGAATTCGACTCTTTCCCAGCTGCCTCTGCTGCCG 
CTGCCGAAGAAGAAGAAGATGACGATGTCGATTTATTCGGTTCCGACGATGAAGAAGCTG 
ACGCTGAAGCTGAAAAGTTGAAGGCTGAAAGAATTGCCGCATACAACGCTAAGAAGGCTG 
CTAAGCCAGCTAAGCCAGCTGCTAAGTCCATTGTCACTCTAGATGTCAAGCCATGGGATG 
ATGAAACCAATTTGGAAGAAATGGTTGCTAACGTCAAGGCCATCGAAATGGAAGGTTTGA 
CCTGGGGTGCTCACCAATTTATCCCAATTGGTTTCGGTATCAAGAAGTTGCAAATTAACT 
GTGTTGTCGAAGATGACAAGGTTTCCTTGGATGACTTGCAACAAAGCATTGAAGAAGACG 
AAGAC C ACGTC C AATCTACCGATATTGCTGCTATGC AAAAATTATAA 

>YAL003W, 206 aa (SEQ ID NO 18) 

MASTDFSKIETLKQLNASLADKSYIEGTAVSQADVTVFKAFQSAYPEFSRWFNHIASKAD 
EFDSFPAASAAAAEEEEDDDVDLFGSDDEEADAEAEKLKAERIAAYNAKKAAKPAKPAAK 
SIVTLDVKPWDDETNLEEMVANVKAIEMEGLTWGAHQFIPIGFGIKKLQINCVVEDDKVS 
LDDLQQSIEEDEDHVQSTDIAAMQKL 

>YAL060W, 1649 bp, CDS: 501-1649 (SEQ ID NO 19) 

AAAGACTACGAGAATCAATAAACGAGGCTAAACTGCGTCACACATGATTGTGATTGAGTA 

CTCACGTTCTCGTGTTAATCCCGCGGTCTTCTTGTTTTACTAACTTTTCTTTCTCTCATA 

GCATTCTCTTGACAGTGTTTTATATACATCATATGTACATTTATCGAGCCAATCGAGGGC 

AGCAGTTTAACATCAAGCCGGATTTGCTCACGCTACTTTGACCCCTTTTCGTTTCGACGG 

AGAGAAGAAACCGGTGTTTTCCTATCCTTGCCTATTCTTTCCTCCTTACGGGGTCCTAGC 

CTGTTTCTCTTGATATGATAATAGGTGGAAACGTAGAAAAAAAAATCGACATATAAAAGT 

GGGGCAGATACTTCGTGTGACAATGGCCAATTCAAGCCCTTTGGGCAGATGTTGCCCTTC 

TTCTTTCTTAAAAAGTCTTAGTACGATTGACCAAGTCAGAAAAAAAAAAAAAAAGGAACT 

AAAAAAAGTTTTAATTAATTATGAGAGCTTTGGCATATTTCAAGAAGGGTGATATTCACT 

TCACTAATGATATCCCTAGGCCAGAAATCCAAACCGACGATGAGGTTATTATCGACGTCT 

CTTGGTGTGGGATTTGTGGCTCGGATCTTCACGAGTACTTGGATGGTCCAATCTTCATGC 

CTAAAGATGGAGAGTGCCATAAATTATCCAACGCTGCTTTACCTCTGGCAATGGGCCATG 

AGATGTCAGGAATTGTTTCCAAGGTTGGTCCTAAAGTGACAAAGGTGAAGGTTGGCGACC 

ACGTGGTCGTTGATGCTGCCAGCAGTTGTGCGGACCTGCATTGCTGGCCACACTCCAAAT 

TTTACAATTCCAAACCATGTGATGCTTGTCAGAGGGGCAGTGAAAATCTATGTACCCACG 

CCGGTTTTGTAGGACTAGGTGTGATCAGTGGTGGCTTTGCTGAACAAGTCGTAGTCTCTC 

AACATCACATTATCCCGGTTCCAAAGGAAATTCCTCTAGATGTGGCTGCTTTAGTTGAGC 

CTCTTTCTGTCACCTGGCATGCTGTTAAGATTTCTGGTTTCAAAAAAGGCAGTTCAGCCT 

TGGTTCTTGGTGCAGGTCCCATTGGGTTGTGTACCATTTTGGTACTTAAGGGAATGGGGG 

CT AGT AAAATTGTAGTGTCTG AAATTGC AGAGAGAAGAATAG AAATGGC CAAGAAAC TGG 

GCGTTGAGGTGTTCAATCCCTCCAAGCACGGTCATAAATCTATAGAGATACTACGTGGTT 

TGACCAAGAGCCATGATGGGTTTGATTACAGTTATGATTGTTCTGGTATTCAAGTTACTT 

TCGAAACCTCTTTGAAGGCATTAACATTCAAGGGGACAGCCACCAACATTGCAGTTTGGG 

GTCCAAAACCTGTCCCATTCCAACCAATGGATGTGACTCTCCAAGAGAAAGTTATGACTG 

GTTCGATCGGCTATGTTGTCGAAGCCTTCGAAGAAGTTGTTCGTGCCATCCACAACGGAG 

ACATCGCCATGGAAGATTGTAAGCAACTAATCACTGGTAAGCAAAGGATTGAGGACGGTT 

GGGAAAAGGGATTCCAAGAGTTGATGGATCACAAGGAATCCAACGTTAAGATTCTATTGA 

CGCCTAACAATCACGGTGAAATGAAGTAA 

>YAL060W, 382 aa (SEQ ID NO 20) 

MRALAYFKKGDIHFTNDIPRPEIQTDDEVIIDVSWCGICGSDLHEYLDGPIFMPKDGECH 
KLSNAALPLAMGHEMSGIVSKVGPKVTKVKVGDHVVVDAASSCADLHCWPHSKFYNSKPC 
DACQRGSENLCTHAGFVGLGVISGGFAEQVWSQHHIIPVPKEIPLDVAALVEPLSVTWH 
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AVKISGFKKGSSALVLGAGPIGLCTILVLKGMGASKIWSEIAERRIEMAKKLGVEVFNP 
SKHGHKSIEILRGLTKSHDGFDYSYDCSGIQVTFETSLKALTFKGTATNIAVWGPKPVPF 
QPMDVTLQEKVMTGSIGYVVEAFEEVVRAIHNGDIAMEDCKQLITGKQRIEDGWEKGFQE 
LMDHKESNVKILLTPNNHGEMK 

>YBL058W, 1772 bp, CDS: 501-1772 (SEQ ID NO 23) 

TTATTTACATAGTGCCATTGAACACTTTTCAAGCAAACTACGCCAGCCGGACGCAGACAA 

TAACACACACACAAAAGAGTCTTGCAGGTTCTCTTTTAGCGGCAACGGGCATGACACTAG 

GTATATTTGGTATGGGCATCACAGGGACATGTTGGAGCTGGGATGTTTCATCATTTCAGG 

AACTAAAGCAACGTCTGGAAAGGCGTGCCAACAACGAATTTGTAGTGACAAACATGCCTC 

TGGATAAAAGAAGCCAGCAAGTAGTGGACAGCTTAGTTAAGACACACAATTCATCTCTTT 

GTAAATAGTGTTATACCATAGTAGTAGTTTCAATAATATATTCCACTACTTATATGTGTT 

ACCCGCATTAGAACTCTTATTGGTGGCGAAAATCGATGGCAATAAAGAACGGAAGGGGTT 

TAATAGTTGTATGCTTAACATATTTCGATTTAAATATATAAGAAACGTCGGTAGCACAAC 

AATTAACTCATTATTTAGGTATGGCGGAAATACCTGATGAAACCATCCAGCAGTTCATGG 

CATTGACCAATGTGTCGCATAACATAGCCGTTCAATATCTCTCTGAATTTGGAGATTTAA 

ATGAAGCACTAAATTCCTATTATGCTTCTCAAACGGATGACCAAAAGGATAGAAGAGAGG 

AAGCACATTGGAACAGACAGCAGGAGAAGGCCCTCAAGCAAGAAGCCTTCTCCACCAACT 

CTTCGAATAAAGCCATAAATACGGAGCACGTTGGTGGGTTATGTCCAAAACCAGGATCCT 

CACAAGGTAGCAACGAGTACTTGAAAAGGAAAGGTTCTACCTCTCCTGAACCAACCAAGG 

GTAGTAGCCGCTCTGGAAGTGGTAACAACTCCAGGTTTATGAGCTTTTCGGATATGGTAA 

GAGGTCAAGCTGATGATGACGATGAAGATCAACCGAGAAATACTTTTGCTGGTGGTGAAA 

CATCCGGCTTAGAGGTTACAGATCCTTCAGATCCTAATTCATTACTGAAGGATTTGCTGG 

AAAAAGCGAGAAGGGGTGGTCAAATGGGCGCTGAAAACGGATTCCGTGATGACGAAGACC 

ATGAAATGGGTGCCAATAGGTTTACTGGAAGAGGTTTTAGATTAGGGTCAACCATCGACG 

CAGCAGATGAAGTCGTAGAAGACAACACTTCACAATCACAACGTAGACCAGAAAAAGTCA 

CAAGAGAAATTACATTTTGGAAGGAAGGTTTTCAAGTGGCCGATGGTCCGCTTTATCGCT 

ATGATGATCCTGCGAACAGTTTCTATTTGAGCGAGTTAAATCAAGGGAGGGCTCCATTAA 

AGCTCTTAGATGTGCAATTTGGACAAGAAGTTGAAGTTAATGTATATAAAAAATTAGATG 

AGTCTTATAAAGCTCCGACGAGAAAACTGGGCGGTTTTTCAGGCCAGGGCCAAAGACTAG 

GATCTCCTATCCCGGGTGAATCGTCACCTGCGGAGGTTCCAAAGAATGAGACACCCGCTG 

CTCAGGAACAACCCATGCCGGACAATGAGCCAAAACAAGGCGACACCTCCATCCAAATTA 

GATACGCAAATGGCAAAAGAGAAGTTTTGCACTGCAATTCCACAGATACAGTAAAGTTTT 

TGTATGAGCATGTGACATCAAATGCGAACACTGACCCATCGAGGAATTTCACCTTGAATT 

ATGCCTTTCCTATCAAACCAATAAGCAACGATGAGACAACATTGAAGGACGCTGATCTGC 

TGAACTCCGTTGTCGTGCAAAGATGGGCATGA 

>YBL058W, 423 aa (SEQ ID NO 24) 

MAE I PDETIQQFMALTNVSHNIAVQYLSEFGDLNEALNSYYASQTDDQKDRREEAHWNRQ 
QEKALKQEAFSTNSSNKAINTEHVGGLCPKPGSSQGSNEYLKRKGSTSPEPTKGSSRSGS 
GNNSRFMSFSDMVRGQADDDDEDQPRNTFAGGETSGLEVTDPSDPNSLLKDLLEKARRGG 
QMGAENGFRDDEDHEMGANRFTGRGFRLGSTIDAADEVVEDNTSQSQRRPEKVTREITFW 
KEGFQVADGPLYRYDDPANSFYLSELNQGRAPLKLLDVQFGQEVEVNVYKKLDESYKAPT 
RKLGGFSGQGQRLGSPIPGESSPAEVPKNETPAAQEQPMPDNEPKQGDTSIQIRYANGKR 
EVLHCNSTDTVKFLYEHVTSNANTDPSRNFTLNYAFPIKPISNDETTLKDADLLNSVWQ 
RWA 

>YBR039W, 1436 bp, CDS: 501-1436 (SEQ ID NO 41) 

TTGAGATTTTCCAAGTAGTAACTCATCTTTCTGAGTGTGCTATCAAATACATACTAAGGA 

GAATAAACTCTTGTTATTACGTATTCTTCATCCTTATGGGTAGAGAGCGCACTGTTTTAG 

TACATTTTCTAGACGTCGAAACGTAGAGCAATTGTCGATAAAACAAAAAAAAAGTAAGAA 

GATATATGAATAGGACGTGTCGCTAGAACTAGTAAGTATATGATGGAGATATAATAAGTG 

AATTATTCGATATTTAATGAACGTTCTCATTTATTTGGAAGAAATGTTTATCACGTGATG 

GAGAACCAATGAGCGGCGAGTAACTACGCGAGGAACCCGGACCGCAATAACGATTAAAGA 

AGGCCCGGAAGGGAGATGCTTAAATGATTATCACTCAGTTAAAAAAGACAAATAAGAAAC 

TATTGAGACTGAACCGTTTTGGTTAATTTCAGGTGGAAACAATTGAAGACGAGCAGTAAA 
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CATTATTTTATTTAGTAGTCATGTTGTCAAGAATTGTATCAAACAATGCAACACGCTCCG 
TAATGTGCCACCAAGCGCAAGTGGGTATTCTTTATAAGACTAACCCAGTGAGAACTTATG 
CTACTTTGAAAGAAGTGGAAATGCGTTTGAAATCTATCAAAAATATTGAGAAGATCACAA 
AAACTATGAAGATTGTTGCATCTACAAGATTGAGTAAAGCTGAAAAGGCTAAAATTTCCG 
CAAAGAAGATGGATGAAGCAGAGCAGTTGTTTTACAAGAACGCCGAAACCAAAAATTTGG 
ATGTTGAGGCTACTGAAACAGGTGCTCCTAAAGAGTTGATTGTTGCTATCACCTCTGATA 
AGGGGTTGTGTGGTTCTATCCACTCTCAATTGGCTAAAGCTGTGAGAAGACATTTGAATG 
ATCAACCAAACGCCGATATAGTCACTATTGGTGATAAAATTAAAATGCAGCTATTGAGAA 
CCCATCCTAACAACATTAAATTGTCTATTAATGGAATTGGTAAAGATGCCCCAACTTTCC 
AAGAATCTGCTTTGATTGCCGATAAGTTATTGAGTGTCATGAAGGCCGGCACTTACCCAA 
AGATTTCCATTTTCTACAATGACCCAGTGTCTTCCCTATCTTTTGAACCATCTGAAAAAC 
CGATCTTTAACGCCAAGACCATTGAACAATCCCCATCATTCGGCAAATTTGAGATCGACA 
CGGACGCAAACGTTCCAAGAGATTTGTTTGAATATACTTTGGCTAACCAAATGTTGACAG 
CAATGGCTCAAGGTTATGCTGCTGAAATTTCCGCCAGAAGAAACGCTATGGATAACGCTT 
CCAAGAATGCCGGTGATATGATCAATCGTTACTCTATCTTGTACAACAGAACAAGACAAG 
CTGTCATTACTAATGAACTGGTTGATATTATTACTGGTGCTTCCTCTTTGGGATGA 

>YBR039W, 311 aa (SEQ ID NO 42) 

MLSRIVSNNATRSVMCHQAQVGILYKTNPWTYATLKEVEMRLKSIKNIEKITKTMKIVA 
STRLSKAEKAKISAKKMDEAEQLFYKNAETKNLDVEATETGAPKELIVAITSDKGLCGSI 
HSQLAKAVRRHUUDQPNADIVTIGDKIKMQL^^ 

DKLLSVMKAGTYPKISIFYNDPVSSLSFEPSEKPIFNAKTIEQSPSFGKFEIDTDANVPR 
DLFEYTLANQMLTAMAQGYAAEI SARRNAMDNASKNAGDMINRYSI LYNRTRQAVITNEL 
VDIITGASSLG 

>YBR062C, 848 bp, CDS: 501-848 (SEQ ID NO 45) 

CCATTTTGGTGACCAACTCTCCTACCCGAATTACTGTGATGATATATACTCTTCGTTTTC 
TAGTAATGGCTTCATTTTGCCTAAGTTGGTCAAAATTGTTGTGGGCGGCTTTTGTTTGCA 
CCGAGGAGCGCTCAGTTCGTTATAATACCAGTTTTGCCACTCCTAAACTACTAAAGAAAT 
AATAGAAAGATATATTCATCAAACATAATCACAATCAAAAAAATGTCTACATATGAAGGT 
ATGTAATGATATATTATGAAGTAAGTTCCCCAAAGCCAATTAACTAACCGAATTTTAATC 
TGCACTCATCATTAGATTAGAGGAACATGGAATACAACAAAACTCAAGGGATTACCAAGA 
AGTAGGAGGAACTTCACAGGAGGAGCAGAGAAGACAGGTCAAGATCCCAACTGCAAGGTC 
TATTTCAAAACTTTGGTAACACCAGTGGTGAGGGTGATGCACATTCAGATTCAACACTAC 
TTTTACGATTATTATCGCAAATGCTTCCAGAATCATTACAGGAAGAATGGTTGCAAGAAA 
TGGATAAAGGCAAGAGTGCGGGCTGTCCTGATACTTTTGCAGCCTCTTTACCACGAATCA 
ATAAAAAAAAGCTCAAAGCAACTGACAACTGCTCCATTTGTTACACTAATTATTTAGAAG 
ATGAGTACCCCTTAGTAGTTGAATTACCTCATTGCCATCATAAGTTCGACTTAGAGTGTT 
TGTCTGTCTGGCTATCTCGAAGTACAACATGTCCATTATGCAGAGATAATGTTATGGGCC 
ACCGAATCATTAATGAGATTGATACAACTGAAGCAGAACTGGAAGAAGATTGGGGTATGT 
ACGGTTAA 

>YBR062C, 115 aa (SEQ ID NO 46) 

ML PES LQEEWLQEMDKGKS AGC PDTF AAS L PRINKKKLKATDNCS I C YTNYLEDEYPLW 
ELPHCHHKFDLECLSVWLSRSTTCPLCRDNVMGHRIINEIDTTEAELEEDWGMYG 

>YBR101C, 1373 bp, CDS: 501-1373 (SEQ ID NO 49) 

AATGATGAAATGTTATCCCCAGGGTCCATTAAGTCATCCAGAAAACAGATAGATGGATTG 

AAGGCCGTAGGTTTGGATTTTGTCTACAAATTGGACGAGTTTATCAAAAAGAACAGTGAT 

AAAATTCGCTAAACAAGATCACAGAAAATAAACCTCACTTCAATATATATGATGTGTAGG 

TAGGGTATATACTTATACCACTGCTGTCGACAGTGTACTAACCTATTTCCTATTTTGTAG 

GTAAGCTTTTCAGCTACTGGTTGGTCAAGTTGGGCCCTATTAAGGTTGTAATCAGCTTAT 

TCGTTTGAAATGATATACCTCTTGGACTGGAATCTTCTGGAAGTTTTTTGGAGGTTAGAA 

AAGAGGAAGGCATCTCGCGCTGACAGAAATTTGCTTATAAACCAGCGATTGGCTATATCT 

AAAAGAGCACTCATCGTCAGTCAGAAAGCCATTACCTTTCAACGAAAGAGTAAAATAGAA 

AAAAAAACACATACATAACTATGGAAAAGCTATTACAGTGGTCTATTGCGAATTCTCAAG 
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GGGACAAAGAAGCTATGGCTAGGGCCGGCCAACCTGATCCTAAATTGCTACAGCAGTTAT 
TCGGTGGTGGTGGTCCTGACGATCCAACCTTAATGAAAGAATCCATGGCTGTTATTATGA 
ATCCGGAGGTTGACTTAGAAACAAAACTCGTTGCATTTGACAACTTTGAAATGTTGATTG 
AGAACTTAGATAATGCTAATAATATCGA7VAATTTAAAACTGTGGGAGCCATTGTTGGATG 
TTCTTGTTCAGACGAAGGATGAAGAACTACGTGCTGCTGCTTTATCCATTATTGGAACGG 
CTGTGCAAAACAACTTGGATTCGCAAAATAATTTCATGAAATACGACAATGGTCTGCGAA 
GCCTTATCGAAATAGCTAGTGACAAGACAAAGCCACTCGACGTGAGAACAAAAGCTTTTT 
ACGCACTATCTAATCTAATAAGAAACCACAAAGATATCTCAGAAAAGTTTTTCAAATTAA 
ATGGGCTCGACTGCATAGCACCTGTATTAAGTGATAACACCGCCAAACCAAAACTGAAAA 
TGAGAGCCATTGCCTTATTGACCGCATATTTGTCATCTGTTAAGATTGATGAAAATATAA 
TCAGTGTGCTGAGAAAGGATGGAGTAATTGAAAGTACGATTGAGTGCTTGTCTGACGAGA 
GTAACTTGAACATCATAGATAGAGTTCTGTCTTTTCTCTCTCACCTGATATCTTCCGGAA 
TAAAATTTAATGAACAGGAATTGCACAAATTGAACGAAGGTTACAAACATATCGAGCCTC 
TAAAGGACAGACTTAATGAAGACGATTATTTAGCCGTAAAGTATGTATTATGA 

>YBR101C, 290 aa (SEQ ID NO 50) 

MEKLLQWSIANSQGDKEAMARAGQPDPKLLQQLFGGGGPDDPTLMKESMAVIMNPEVDLE 
TKLVAFDNFEMLIENLDNANNIENLKLWEPLLDVLVQTKDEELRAAALS I IGTAVQNNLD 
SQNNFMKYDNGLRSLIEIASDKTKPLDVRTKAFYALSNLIRNHKDISEKFFKLNGLDCIA 
PVLSDNTAKPKLKMRAIALLTAYLSSVKIDENIISVLRKDGVIESTIECLSDESNLNIID 
RVLSFLSHLISSGIKFNEQELHKLNEGYKHIEPLKDRLNEDDYLAVKYVL 

>YBR139W, 2027 bp, CDS: 501-2027 (SEQ ID NO 55) 

GGAGGAGTCAAGGGCCTGGAAAGTACGGATCCTGTAGAAATATCACTGGCAATTATACTG 

AGTTTATTGTTGGTGTTGCTATTCATATTTGAGCTGGTATTGGACGAAAGCAAGGATAAT 

GAGTTTGTGTCTACTGACTCCAACACCCTAGGCTGGATTTGATCTTTCTCCATCCTTTAA 

TTTTAACCTTTTAATTAGTGGTTGGATCAAGTTTTCGAGACTATTCCAATCTGTGACTTG 

TTGGATAAATAGTTTTTGACTCGTTTAGTATAATCCTTTTTTCTAAAAGTGCTTAGAGTT 

CTCTAAGATGTTCTTGTTTACAATGTGAGCGATTTAGGAAATTTCCTAAAAATGGCCGAG 

GCGGCGCTAGCATTCTACGAAAGGTGAGATAACGCTTCGTTATCGAAAAATGTCAGGGGA 

CAGGGGTTATATAAGAACGAAAATTGTCATCCTGCATTTTTTCTTTAAAACAGCTATACA 

AAAAGTGATACCGACATACAATGAAGTATCTAAACTTAGTTTTCGTGCTTCAGCTTCTTA 

TTAGCATCAAATACGCCTCATTCGGCCGAGCCTTTTCTCTTTTTGAAGATGATACCACCT 

TTGCCAATTTGGATAAACAGCTAAAGCTTCCACAGAATACACAGCAAACCCTTAAATTGG 

ACCGTTTGAATCACGATGATCCGCTGTTTACAACTTTTATTTCTTCTGTGGACACAGATT 

ACAGTTTGAGACTTAGAACAGTAGATCCTTCTAAACTAGGAATTGACACCGTAAAACAAT 

GGTCGGGTTACATGGACTATAAGGATTCCAAACACTTTTTTTACTGGTTTTTTGAAAGTA 

GGAACGATCCTGCTAACGACCCAATTATTCTTTGGTTAAATGGTGGACCTGGTTGTTCCT 

CGTTTACTGGGTTGCTATTTGAACTAGGCCCCTCATCAATTGGCGCCGATATGAAACCAA 

TCCACAATCCCTATTCTTGGAATAATAACGCTTCAATGATCTTCTTAGAACAGCCACTCG 

GAGTCGGCTTTTCCTATGGTGATGAAAAAGTCTCCTCTACAAAATTAGCAGGCAAAGATG 

CGTACATTTTCCTGGAATTGTTTTTTGAAGCTTTTCCTCATTTACGCTCCAACGATTTCC 

ACATTGCAGGCGAATCCTATGCAGGACATTATATCCCTCAAATTGCACATGAGATCGTTG 

TCAAGAACCCTGAAAGAACGTTCAATTTAACTTCAGTTATGATTGGTAATGGTATCACAG 

ACCCTTTGATTCAAGCAGATTATTATGAACCAATGGCATGCGGGAAAGGGGGCTATCACC 

CTGTTCTCTCATCAGAAGAATGTGAGAAAATGAGTAAAGCTGCAGGTCGTTGTCGTAGGT 

TGAACAAGTTATGTTATGCTTCTAAATCAAGTTTACCATGCATAGTCGCCACTGCTTACT 

GTGACTCTGCACTTTTGGAACCGTACATTAACACAGGACTCAACGTCTATGACATTAGAG 

GGCCCTGTGAAGATAATAGTACTGATGGTATGTGTTATACAGGTCTCCGCTATGTCGACC 

AGTATATGAATTTTCCTGAAGTTCAAGAAACGCTAGGGTCCGACGTGCATAATTATTCTG 

GCTGTGATAATGACGTGTTCACCGGATTTTTGTTTACGGQCGATGGAAGTAAACCATTTC 

AACAATATATTGCTGAATTATTAAATCACAACATTCCGGTATTAATATATGCGGGTGATA 

AGGATTATATTTGTAATTGGCTGGGAAACCATGCTTGGTCCAATGAGTTGGAATGGATCA 

ATAAACGTAGGTATCAGAGAAGGATGTTAAGACCATGGGTCAGTAAAGAAACAGGTGAAG 

AGTTGGGACAAGTCAAGAACTATGGCCCTTTCACCTTTTTGAGAATATACGATGCCGGTC 

ATATGGTGCCCTATGATCAACCGGAGGCAAGTTTGGAAATGGTCAACAGTTGGATTTCCG 
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GTAATCGTGCTTTTTCGGATCTTTCCACCTTGGAAAATGCTAGTTAG 
>YBR139W, 508 aa (SEQ ID NO 56) 

MKYLNLVFVLQLLISIKYASFGRAFSLFEDDTTFANLDKQLKLPQNTQQTLKLDRLNHDD 

PLFTTFISSVDTDYSLRLRTVDPSKLGIDTVKQWSGYMDYKDSKHFFYWFFESRNDPAND 

PIILWLNGGPGCSSFTGLLFELGPSSIGADMKPIHNPYSWNNNASMIFLEQPLGVGFSYG 

DEKVSSTKL AGKDAY I FLELFFEAF PHLRSNDFH IAGES YAGHYI PQ I AHEI WKNPERT 

FNLTSVMIGNGITDPLIQADYYEPMACGKGGYHPVLSSEECEKMSKAAGRCRRLNKLCYA 

SKSSLPCIVATAYCDSALLEPYINTGLNVYDIRGPCEDNSTDGMCYTGLRYVDQYMNFPE 

VQETLGSDVHNYSGCDKmVFTGFLFTGDGSKPFQQYIAELLNHNIPVLIYAGDKDYICNW 

LGNHAWSNELEWINKRRYQRRMLRPWVSKETGEEI/5QVK1WGPFTFLRIYDAG 

PEASLEMVNSWISGNRAFSDLSTLENAS . 

>YCL052C, 1751 bp, CDS: 501-1751 (SEQ ID NO 67) 

TGCACATGTTGAGTATGCGTATTGGGCATTTTCCTATTCTGAGAAGGAGTATGAAATAAT 

TGCCGAGGGTTCAGAATGCTCTTTTAGAAATAAAAATGAATGTAAATAGTTGGAATGTAT 

CTTTAAGTAGACAAATGCAGGTAAGTTTTAGTGGCCTTTGCGGATTAACAGTATGCTCTT 

AGTGCAAAACACGAAAAGAGCTCCCAATCTTTGAACACAATCGACCACGGAGGAACAATA 

CACGTAGAAGGGGATAACTAAAACTTTGTCGTGCAAGAGTATTGGAGGACACACTAACAG 

CAGAACTTTGCCTTCTTAACTCTTGTTTATGATTGCTTGAAGTATTACACATGTAATAAA 

AGATGATTATTTTTTTTTTCCTAAAAAAAGTTCCTTTCTTTGAAGATCCCCCTGATAAAA 

AAGATCAAATAATGGAAACGCTAATCATAATCAAATCGGGAGGAGAATAAACGCAAGAAG 

TGTGCGTTTCTAGCTGAGTAATGGTGACAAGACATAGAGTGACTGTACTCTACAATGCCC 

CTGAGGATATCGGTAATCATATGCGCCAAAATGACACTCATTTGACTGTTCGTGGAGGTT 

CTGGTGTGGTTTTACAACAAAGGTGGCTATTAGAGAGGACTGGAAGCTTGGATAAATCCT 

TTACGAGAATCACTTGGAGGCCCAGAGCGGACTTGGCTAGAAGTTTAAGCGTTATAGAAA 

ATGAACTGAGTGCTGGCTTTTCAGTTTACTCAAATTCTTCGGATGTGCCGGAAAGGTTTA 

TTACTAACCCAGTCTACAATTCATTTCACAGTGAGAAGTTTGACATAGAGCAGTACTTGC 

CTCCCGAAGTAGATTTGAATCTGTCATGGAATCCAGAAGATTTTACATATGATATATCAG 

TGGAGCCCACACAAATCCAAATTGTTGAATATCGTCTGTTGAAACAGGGTGAAGAATTTA 

CAATTGCAAGAGTGAAAGATGAGAAACTCGAAGTAGGTGTATTCTTTGTGGATGCAAGTG 

ATGAAAGTGATGTCGATATTGGTGGAATACGTTGTAATTGGAGGATGGACGATGGTAAAA 

TGGAAAGATGTCAGAAAACATCCTTATTGTATAAACAGGGCCATATCGCATACAATCACT 

CGACGACTACGACATCACTATATCTGAATGAACCTATCGGTTTGCATCCAAAAATCATGA 

TTGATCTCACAGATTTCGAAGAACGCCCTAAATGCATGTATCTAATGCACCTGCAATTGC 

CGTTAGAATTATTTATCGATAAATTCCAATCCTCTCCCTTACTACTTTTTGGAGAAGACG 

ACTTAGAATTACCAGAATACTCTCTTCGAGATAAGGCATGGGGTTCTGAAAGTATCTTTG 

AATTGAAAGCCGGCACAATGAATGAAGTGACATTGCATACTAGATATATTGAGCCTTCTA 

ATAATAAAGGGGATAAATTAGAAGTTTCATTTGATCCAGAAGTTATATTAGCCTGCGACA 

CAGGTGACAATAAAGTTTCCCGTAATCCATTTTATAAAAAAGGTCTAGGATATGAATCTC 

TCTTTACAGACGATACTACATTCCGCCATTTGAACTCGACAACTCTTCTAGTACCAATTC 

CAAGGCCTGACACAAAGGATTATTCCAAGATCAAAAATGGTACGTTACTATGCTTACTCA 

TCTCCATCATATACATTTTCTCCAAGGTATTTGGTAACAACAAGAAGAAAAGATCAGTAA 

AACGGGAATAA 

>YCL052C, 416 aa (SEQ ID NO 68) 

MVTRHRWVLYNAPEDIGNHMRQNDTHLTVRGGSGWLQQRWLLERTGSLDKSFTRITWR 
PRADLARSLSVIENELSAGFSVYSNSSDVPERFITNPVYNSFHSEKFDIEQYLPPEVDLN 
LSWNPEDFTYDISVEPTQIQIVEYRLLKQGEEFTIARVKDEKLEVGVFFVDASDESDVDI 
GGIRCNWRMDDGKMERCQKTSLLYKQGHIAYNHSTTTTSLYLNEPIGLHPKIMIDLTDFE 
ERPKCMYLMHLQLPLELFIDKFQSSPLLLFGEDDLELPEYSLRDKAWGSESIFELKAGTM 
NEVTLHTRYIEPSNNKGDKLEVSFDPEVILACDTGDNKVSRNPFYKKGLGYESLFTDDTT 
FRHLNSTTLLVPI PRPDTKDYSKI KNGTLLCLLI SI I YI FSKVFGNNKKKRSVKRE 

>YCR009C, 1298 bp, CDS: 501-1298 (SEQ ID NO 73) 
GTACAAAAATGATTACGAAAATATAGATGATGTAAGCAAGGTACGGTTATAAACAGTTAA 
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CATATAAGTTTACTTCACTTTTTTGCTGACTCCTTTACTTGTCTTCCCTGCACTTTGATT 
TTACTTCAGAAAAAATAAGATATATGTTTCTGATAAAACTTTTAGGTTAGCGGAGAAGAT 
GTTGCCACGAATATCATGTAATTGAAAGGCAACGAAAGGTCTATCGTTTGCCATTCATAA 
TGTGATTCGACTTGTCTTTTTCATTGTAACAGACATGAAACGTTTCCTTTACGTCCCTAT 
GAATTTTTGTTGGCTGAACTGGGCGCTGCAGGGGCTGGACGATCCAAATGCGCGGATTTT 
GAACAATTATGAGAATCCGAATTAAAAGAAAGGGAAAACAAATTTAATAACAGGCAGACG 
TGAGAGAAGAAAAGGAAACGCTGTGATATAGAAAACTATACAAATCCTATTATAAGAAGC 
CAGAAGAAAGCTGATACAAGATGAGTTGGGAAGGTTTTAAGAAAGCTATCAACAGAGCTG 
GTCACAGTGTGATAATTAAGAATGTCGACAAGACCATTGATAAAGAGTATGACATGGAAG 
AACGTCGTTATAAAGTTCTTCAAAGAGCAGGTGAGGCATTACAAAAGGAAGCCAAAGGTT 
TCTTGGACTCATTGAGAGCTGTGACAGCATCACAGACTACCATTGCCGAGGTCATCTCTA 
ACCTCTATGACGATTCAAAATATGTTGCTGGTGGTGGTTACAACGTTGGTAACTATTATT 
TGCAATGTGTTCAAGATTTTGATAGCGAAACTGTTAAGCAATTAGACGGGCCCTTAAGAG 
AAACCGTACTAGATCCAATAACAAAGTTTTCGACGTATTTCAAAGAAATTGAGGAGGCCA 
TAAAAAAGAGAGACCATAAGAAACAAGACTTCGATGCTGCGAAGGCAAAAGTTCGTAGAT 
TAGTGGACAAACCTGCTAAAGATGCCTCTAAACTGCCAAGGGCTGAAAAAGAATTGAGCT 
TAGCTAAAGATATTTTCGAAAATCTTAATAACCAATTGAAAACTGAACTACCACAGTTAG 
TTTCATTAAGAGTACCTTACTTTGACCCAAGTTTTGAAGCTTTAATCAAGATTCAGCTAA 
GGTTCTGTACTGATGGTTACACTCGTTTAGCGCAGATTCAACAATATTTGGACCAACAAT 
CAAGAGACGACTATGCCAATGGGTTATTAGACACTAAAATCGAAGAACTATTAGGACAAA 
TGACAAGCCTAGATATTTGTGCGCTCGGGATAAAATAA 

>YCR009C, 265 aa (SEQ ID NO 74) 

MSWEGFPCKAINRAGHSVIIKNVDKTIDKEYDMEERRYKVLQRAGEALQKEAKGFLDSLRA 
VTASQTTIAEVISNLYTDDSKYVAGGGYNVGNYYLQCVQDF 

TKFSTYFKEIEEAIKKRDHKKQDFDAAKAKVRRLVDKPAKDASKLPRAEKELSLAKDIFE 
NLNNQLKTELPQLVSLRVPYFDPSFEALIKIQLRFCTDGYTRLAQIQQYLDQQSRDDYAN 
GLLDTKIEELLGQMTSLDICALGIK 

>YCR010C, 1352 bp, CDS: 501-1352 (SEQ ID NO 75) 

GAGCTCCGTGGAATAGGCGAGCGGCTGAGTGGTTCTCCAAGCTACGGTTTTTACGTGTAG 

CCCCATGTGAGCAAGCCAAACAAGGGCCCTTAAAGGCGTGACTACAAAAAGGGGCGGGTT 

GGAAGGTCATCTGCAGCGAGATACGAAAAGATTTTTTGCCAGATTTGCGGTTGGGCGGCT 

ATTTCGGTATTGTTGGGGTAACAAACGTTGGGGAAGACTGCATTTTCTTACAGCTTTTTT 

TCGTTATCGCGGGTTGGGCGGCTATGGCGCCTTCTCCTCTGTACTCCAACCTGTCAGAGA 

CACCAAGCTGTATATAAAGCACCTTGGTTGGATCGTATTTCCCTGAGATCTTGCTATAGG 

TTCATTTTATATATCGTCCAATAGCAATAACAATACAACAGAAACTACTAGCATCTGTTT 

ATAAGAAAAAGGCAAATAGTCGACAGCTAACACAGATATAACTAAACAACCACAAAACAA 

CTCATATACAAACAAATAATATGTCTGACAAGGAACAAACGAGCGGAAACACAGATTTGG 

AGAATGCACCAGCAGGATACTATAGTTCCCATGATAACGACGTTAATGGCGTTGCAGAAG 

ATGAACGTCCATCTCATGATTCGTTGGGCAAGATTTACACTGGAGGTGATAACAATGAAT 

ATATCTATATTGGGCGTCAAAAGTTTTTGAAGAGCGACTTATACCAAGCCTTTGGTGGTA 

CCTTGAATCCAGGGTTAGCTCCTGCTCCAGTGCACAAATTTGCTAATCCTGCGCCCTTAG 

GTCTTTCAGCCTTCGCGTTGACGACATTTGTGCTGTCCATGTTCAATGCGAGAGCGCAAG 

GGATCACTGTTCCTAATGTTGTCGTCGGTTGTGCTATGTTTTATGGTGGTTTGGTGCAAT 

TGATTGCTGGTATTTGGGAGATAGCTTTGGAAAATACTTTTGGTGGTACCGCATTATGTT 

CTTACGGTGGGTTTTGGTTGAGTTTCGCTGCAATTTACATTCCTTGGTTTGGTATCTTGG 

AAGCTTACGAAGACAATGAATCTGATTTGAATAATGCTTTAGGATTTTATTTGTTGGGGT 

GGGCCATCTTTACGTTTGGTTTAACCGTTTGTACCATGAAATCCACTGTTATGTTCTTTT 

TGTTGTTCTTCTTACTAGCATTAACTTTCCTACTGTTGTCTATTGGTCACTTTGCTAATA 

GACTTGGTGTCACAAGAGCTGGTGGTGTCCTGGGAGTTGTTGTTGCTTTCATTGCTTGGT 

ACAACGCATATGCAGGTGTTGCTACAAAGCAGAATTCATATGTACTGGCTCGTCCATTCC 

C ATT ACC ATCTACTG AAAGGGT AATCTTTTAA 

>YCR010C, 283 aa (SEQ ID NO 76) 

MSDKEQTSGNTDLENAPAGYYSSHDNDVNGVAEDERPSHDSLGKIYTGGDNNEYIYIGRQ 
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KFLKSDLYQAFGGTLNPGLAPAPVHKFANPAPLGLSAFALTTFVLSMFNARAQGITVPNV 
WGC AMF YGGL VQL I AG I WEI ALENTFGGT ALC S YGG F WL S FAAI Y I P WFG I LE AYEDNE 
SDLNNALGFYLLGWAIFTFGLTVCTMKSTVMFFLLFFLLALTFLLLSIGHFANRLGVTRA 
GG VLGVWAF I AWYNAY AGVATKQNS YVLARPFP LP STERVI F 

>YCR021C, 1499 bp, CDS: 501-1499 (SEQ ID NO 79) 

ATCGAAAGCGTGCTTTGTAAGAATATTTGGTATGGCTAAAGTAAGCAAAGCCATATCCCG 

ATCCCGATCCCGACTCTTATTCCGATCCCTTCCGCCACATCCTGCATGTTTATTCGAATA 

CCAAATTAGCTCATCTTCGTTATTTCATCATCCCTTTCTGCTATGGCAAGGACAAGTTTT 

TTTCTAGCATCTCATCGAAAACTTTCCTCTCCCTAATTGGCCAAAGTTTTCATATTCATC 

ATCAGTTAGAAAGTATAATATCAATCCCTTACCTCATTACAAGTTGTATCACACTAAAAA 

AATCATATATAAGTCTGTGAGAGTCTTCAATTATTTAGCGTAACACCTATTCACTTTCTA 

ATCTTGTTTCTTGTTTTTACATTCTGCAATACAACACAACAACAAATATTAACTCAATTA 

TTATTATTTATAATTACAAAAACAAAACAACAAGTTTGAGACTTTAATATCTTTTGATTA 

CTAAAAACAACAAATTTCAAATGAACGATACGCTATCAAGCTTTTTAAATCGTAACGAGG 

CTTTAGGGCTTAATCCACCACATGGCCTGGATATGCACATTACCAAGAGAGGTTCGGATT 

GGTTATGGGCAGTGTTTGCAGTCTTTGGCTTTATATTGCTATGCTATGTTGTGATGTTCT 

TCATTGCGGAGAACAAGGGCTCCAGATTGACTAGATATGCCTTAGCTCCTGCATTTTTGA 

TCACTTTCTTTGAATTTTTTGCTTTCTTCACTTATGCTTCTGATTTAGGTTGGACTGGTG 

TTCAAGCTGAATTTAACCACGTCAAGGTTAGCAAGTCTATCACAGGTGAAGTTCCCGGTA 

TTAGACAAATCTTTTACTCGAAATATATTGCCTGGTTCTTGTCCTGGCCATGCCTTTTAT 

TTTTAATCGAGTTAGCCGCTAGTACTACTGGTGAGAATGACGACATTTCCGCCTTGGATA 

TGGTACATTCGCTGTTAATTCAAATCGTGGGTACCTTATTCTGGGTTGTTTCGCTATTAG 

TTGGTTCATTGATCAAGTCCACCTACAAGTGGGGTTATTACACCATTGGTGCTGTCGCTA 

TGTTGGTTACCCAAGGTGTGATATGCCAACGTCAATTCTTCAATTTGAAAACTAGAGGGT 

TCAATGCACTTATGCTGTGTACCTGCATGGTAATCGTTTGGTTGTACTTTATCTGTTGGG 

GTCTAAGTGATGGTGGTAACCGTATTCAACCAGACGGTGAGGCTATCTTTTATGGTGTTT 

TGGATTTATGTGTATTTGCCATTTATCCATGTTACTTGCTAATTGCAGTCAGCCGTGATG 

GCA7VATTGCCAAGGCTATCTTTGACAGGAGGATTCTCTCATCACCATGCTACGGACGATG 

TGGAAGATGCGGCTCCTGAAACAAAAGAAGCTGTTCCAGAGAGCCCAAGAGCATCTGGAG 

AGACTGCAATCCACGAACCCGAACCTGAAGCAGAGCAAGCTGTCGAAGATACTGCTTAG 

>YCR021C, 332 aa (SEQ ID NO 80) 

MNDTLSSFLNRNEALGLNPPHGLDMHITKRGSDWLWAWAWGFILLCYVVMFFIAENKG 
SRLTRYALAPAFLITFFEFFAFFTYASDLGWTGVQAEFNHVKVSKSITGEVPGIRQIFYS 
KYIAWFLSWPCLLFLIELAASTTGENDDISALDMVHSLLIQIVGTLFWWSLLVGSLIKS 
TYKWGYYTIGAVAMLVTQGVICQRQFFNLKTRGFNALMLCTCMVIVWLYFICWGLSDGGN 
RIQ PDGEAI F YGVLDLC VF AI Y PC YLLI AVSRDGKLPRLS LTGGFSHHHATDDVEDAAPE 
TKEAVPESPRASGETAIHEPEPEAEQAVEDTA 

>YDR073W, 1010 bp, CDS: 501-1010 (SEQ ID NO 91) 

GTTAGCTTGCC TTGCATTTCC C C ATGCGTCTCG AATAGGAATTATTC AAGATGGATTATT 

GGCATTTACGAGTAACCAAGGATAACCCCGCTGTGCGTGAAACCACCCTCTTTTCACGTT 

TC TTC AAGGCC AGTGC AAACGC GAATAAAC ATATCTACGC T ATAT ATAGATATG ACGTTT 

CTCAAGCCAACAGAAGTAGATAAAGCAGCCAGGAGGGTAGAGAGTGTTCAAATTATAGCA 

AGCCTTCTTCTACCTGTTTTTTTTTGATGATTGTTTTGCCGGGTAACAATCGACTTTCGG 

GCAAATTTTTTTTCCTTTTTTCTCCTAACAGTATATACGGAGTGGAGAACAGACTTCCCA 

TAAAAGCATATTACGTGGGGTCGTAGTAAGATTGCCGTTTATGATACCCTCTATTCAGGG 

CTCAGAGCGCATCACGATCGGGAGTGTAAATTCAATGTGCATATAAGCAAAACACACAGA 

TTTCCTTTTTTCCCAGAAAAATGAGCAGTGAAATTGCCTACTCGAATACGAACACCAACA 

CTGAAAACGAGAACCGCAATACTGGCGCTGGCGTAGATGTAAATACAAATGCAAATGCAA 

ATGCAAATGCAACTGCAAATGCAACTGCAAATGCAACTGCAAATGCAACTGCAGAGCTGA 

ACCTCCCCACGGTCGATGAGCAAAGACAGTATAAGGTACAACTGCTATTGCATATCAACA 

GCATATTACTTGCTAGAGTTATTCAGATGAATAATAGTTTACAAAACAATCTACAGAACA 

ATATAAATAATAGCAATAACAATAACATCATCAGGATACAGCAACTTATATCTCAGTTCC 

TTAAAAGGGTTCATGCCAATCTTCAATGCATATCTCAGATAAACCAAGGAGTGCCCTCAG 
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CGAAACCACTGATCCTCACGCCTCCTCAGCTAGCCAACCAGCAGCAACCTCCACAGGATA 
TTCTTTCTAAACTCTATCTTCTCTTGGCAAGAGTGTTCGAGATATGGTAG 

>YDR073W, 169 aa {SEQ ID NO 92) 

MS S E I A Y SNTNTNT ENEl^TRNTG AG VD VNTN AN AN AN AT AN AT AN AT AN AT AE LN L PTVD E 
QRQYKVQLLLHINSILLARVIQMNNSLQNNLQNNINNSNNNNIIRIQQLISQFLKRVHAN 
LQCISQINQGVPSAKPLILTPPQLANQQQPPQDILSKLYLLLARVFEIW 

>YDR178W, 1046 bp, CDS: 501-1046 (SEQ ID NO 105) 

ACGATTAGGCGTCAAGTCCTTAGACCCCAATGACAACAACACAGCCAACCGTATCATCGA 

GGAATTGTTGAAGTGAATAGATAAAAAAAAAACGCACCAAGTAAGTAAGTAAATAAAGAA 

TAAATAAACTATATGAGTAAAACACCAAGCGAGGATGTTTCATTGTGCATCCGTGTTCTT 

GATGATCACATAACTGTAAAAGAATAATACGGCACGTTAAATGTTATTTTAGAATATATA 

AACACCTTATGTGCCATAAGCATTGAGCCAATCGCTGCTGTTTTTTTTATTCCGGGGCAC 

CTTCGGAAGAACACAGGCGCAATTTAGTTATATAAGGAGAAGCCCTCGAGCGATCAGGGG 

ACCGACTGCGGATCGCTTTAAGGCAAAGATAGAAGGATAAATATCTGCTTTGGAAGATAG 

TCGTATCTAATTTCCCATTCTGTTGTTTTCTTGATCTTTCCTACGCTTTCGACTTTCTTC 

CTACGCGCTTTATAATAGCTATGATGTTGCCAAGATCCATGAAATTTATGACTGGAAGGA 

GAATTTTCCATACTGCCACAGTAAGGGCCTTCCAGTCTACCGCTAAGAAGAGCTTAACTA 

TCC C ATTTTTGC C CGTATTACCCCAGAAACCAGGTGGTGTTAGGGGC ACTCCC AATGATG 

CCTACGTCCCCCCCCCTGAGAATAAATTAGAGGGCTCATACCACTGGTATATGGAAAAAA 

TCTTTGCCTTGTCCGTCGTTCCATTGGCTACGACGGCTATGCTGACAACCGGTCCGTTAT 

CCACTGCAGCTGATTCTTTCTTTTCTGTCATGCTTTTGGGATATTGTTACATGGAATTTA 

ACTCTTGTATCACCGATTATATTTCTGAAAGAGTTTATGGTGTTTGGCACAAGTACGCCA 

TGTATATGTTGGGCCTTGGTTCTGCGGTCTCCCTTTTTGGAATCTATAAACTAGAAACCG 

AGAATGATGGTGTTGTTGGTTTAGTAAAAAGTCTATGGGATTCTTCCGAGAAAGACAACA 

GTCAAAAGATTGAAGCCAAGAAGTAG 

>YDR178W, 181 aa (SEQ ID NO 106) 

MMLPRSMKFMTGRRIFHTATVRAFQSTAKKSLTIPFLPVLPQKPGGVRGTPNDAYVPPPE 
NKLEGSYHVmffiKIFALSWPLATTAMLTTGPLSTAADSFFSVMLLGYCYMEFNSCITDY 
ISERWGVWHKYAMYMLGLGSAVSLFGIYKLETENDGVVGLVKSLWDSSEKDNSQKIEAK 
K 

>YDR202C, 1556 bp, CDS: 501-1556 (SEQ ID NO 107) 

GAATTCCAACCGGAAATTGCAAACAGCAGCAATTTCTCGTACCGATGAAGGGGAACATGG 

CCGTTGTACCGAGGTTCCATTGGCCGAGTATTAGCCAGGGCCCTAATACGTAACTCGGTA 

CGCTCTTCAGCTTCTTTCGCATAATCAACGTTCTTGTTATGTAACTCACCACGTTCCATG 

GCATCCGCCAACCTTGCTTCCTTACCAAATATTAATGAGCCTAAGGTGTACATTGCCGCC 

GCAGGTAATATTAGCCCACGACGTTGGCATTTCACTGGCAAAGTAGCTGTTGATCTCAGT 

AAAGATAACCTCAACATACTCTTTTACTTGTCCTTTTTTGTAGCTAATTGCTTTCCTCCC 

CTTCTTTTCCACAAACCGCAACTATTTTTCTCTCAAAAGTTATATG7UVGTATATATACTG 

AATGGAGCAATTCGGGGTTGAGTGAATTACAAAATTATAGTATCTGATCAAGCACACAGT 

GGAAGTGCTCGAAAAGCAATATGAGTGTTGATTTGTTTCCAAATGATAGATTTGGTGCAG 

AAGATAAATACGACAACTTTAAGGATGCCGTAAAAGAATGCTCCTGGCTCATCGAAGAAA 

TCGTCAAACCGCAATTACCCAACATTATTGACAACTTTTCTAAATGCCTAGAGATGCTAG 

AGAGTGACCAAATATTCAAAATGCCTGTATCTAATGGTATTCCCAACGAAAGTAACAAAC 

AAAACGACTCTCCGACGGTAAAGGGTGTTATCACAAGACAAGGCCAATACATTGTTGACT 

TTCACATTGTTGTCAGATTCCCACAATTTCAAAGGGGTAAACAAGTTATGTTCCGAATGA 

ATACGGGACTGAATTTCTTACTTATTCAATTCAGTAAGATAATGACGCACTTGAAAAATA 

TTTTGGAAATACTGAATCAACTTCAAGTAGCTACAGATGTCAGCGAATTCGTATCCAAAT 

TTGGCGTGGCCATGGAACTTTTGAACCATTCTCTAATACTTTTACAAAATCCTCCTAGAG 

ACCTGGTATTCCCAGAAGATAACAACTTTGCTATGAAGGAAATGTTCCAGGATTGTTACT 

CAGTCTGCGAATCCACAGCTCACATCCTAGGACTGGAACTTACGCTTTGTAGGAATGAGC 

TTTGCATAGAACTACGAAATCTAATTAAGGTGACTAAAAAACCTTGGTGCGAGATTGATA 

GTAAAACTGGCAGGTCATTTTGCGACCAAATAAGAAATCAAGTGACAAATGAAAGAAACA 
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AAACTTTATCTAAGATCCTCTCAGAAAACGGTGTACAAGTCCAGGATTCCACATTACTTA 
ACCACATAATTTCTTCTTTTCAAAGTGAAGCTATAACACTTCCAGAAGCTCAGGAATTAT 
TAAGAAGGGGCGTTACTTTCGATAATAGGGTAGTCATGGAATGTGAAAAGTTAATAGTAT 
CTACAAGTGATCCAACTTTGATCAGTATAAGCGCCAAATTGAACAGTCTCAAAGCTTCGA 
TGGCGAACCATCAAGCAAATTTGGTAGCTAGCAAACAGTTAAGTACATATAAGTAA 

>YDR202C, 351 aa (SEQ ID NO 108) 

MSVDLFPNDRFGAEDKYDNFKDAVKECSWLIEEIVKPQLPNIIDNFSKCLEMLESDQIFK 
MPVSNGIPNESNKQNDSPTVKGVITRQGQYIVDFHIVVRFPQFQRGKQVMFRMNTGLNFL 
LIQFSKIMTHLKNILEILNQLQVATDVSEFVSKFGVAMELLNHSLILLQNPPRDLVFPED 
NNFAMKEMFQDCYSVCESTAHILGLELTLCRNELCIELRNLIKVTKKPWCEIDSKTGRSF 
CDQIRNQVTNERNKTLSKILSENGVQVQDSTLLNHIISSFQSEAITLPEAQELLRRGVTF 
DNRWMECEKLIVSTSDPTLISISAKLNSLKASMANHQANLVASKQLSTYK 

>YDR256C, 2048 bp, CDS: 501-2048 (SEQ ID NO 115) 

GGGAAGAACTAAGAGATGTTATGGCTCGGAGAGTTTTGAAAAGCGAAATAGATTCGCTGC 

AAGTTTGTGAAGAAACCATCGACAAGAATTACAAGGTTATTCCTGATGAAAAGCTGCTAA 

CTAATATTTTAAAGAGAAAGTTGACAGAGGAAGAAAAAAGCTCTGTCAAACGTCCTTGCG 

TGAAGAAGTGAGCGGTTGTTCTAACCACTATTTAAAGCCGCAATTAGTAATGCAAAAAGT 

TGGCCGGAATTAGCCGCGCAAGTTGGTGGGGTCCCTTAATCCGAAAAAGGACGGCTTTAA 

CAAATATAAACTCCGAAAATCCCCACAGTGACAGAATTGGAGAAACAACCAGTTTTGATA 

TCGCCATACATATAAAGAGATGTAGAAAGCATTCTTCACTGTAATGTCCAAATCGTACAT 

TTGAATTTCTTGTAGGTTTATTTAAAAGGTAAGTTAAATAAATATAATAGTACTTACAAA 

TAAATTTGGAACCCTAGAAGATGTCGAAATTGGGACAAGAAAAAAATGAAGTAAATTACT 

CTGATGTAAGAGAGGATAGAGTTGTGACAAACTCCACTGGTAATCCAATCAATGAACCAT 

TTGTCACCCAACGTATTGGGGAACATGGCCCTTTGCTTTTGCAAGATTATAACTTAATTG 

ATTCTTTGGCTCATTTCAACAGGGAAAATATTCCTCAAAGGAATCCACATGCTCATGGTT 

CTGGTGCCTTCGGCTATTTTGAAGTAACCGATGACATTACTGATATCTGCGGGTCTGCTA 

TGTTTAGTAAAATTGGGAAAAGAACGAAATGTCTAACAAGATTTTCGACTGTGGGTGGTG 

ATAAAGGTAGTGCCGACACGGTTCGTGATCCAAGGGGGTTTGCCACCAAATTCTACACTG 

AAGAAGGTAATTTAGATTGGGTCTACAATAATACACCGGTATTCTTTATCAGAGACCCTT 

CCAAGTTCCCTCACTTTATCCACACACAGAAGAGAAACCCACAAACCAACCTAAGGGATG 

CTGACATGTTTTGGGATTTCCTCACCACTCCTGAAAATCAGGTGGCCATTCATCAAGTAA 

TGATCCTTTTTTCAGACCGTGGTACCCCTGCCAACTACCGTAGTATGCATGGTTATTCTG 

GTCATACCTATAAATGGTCCAATAAAAACGGAGATTGGCATTATGTGCAAGTTCATATCA 

AAACCGATCAAGGAATAAAGAATTTGACCATAGAAGAGGCTACCAAAATTGCGGGATCCA 

ATCCAGATTACTGCCAGCAGGATTTATTTGAGGCTATTCAGAATGGAAACTATCCTTCCT 

GGACAGTTTATATTCAAACAATGACCGAACGCGATGCCAAAAAATTACCATTTTCAGTCT 

TTGATTTGACTAAAGTATGGCCTCAGGGGCAATTCCCTTTACGGCGTGTGGGTAAGATTG 

TTTTGAACGAGAATCCACTGAACTTCTTCGCACAGGTGGAACAAGCTGCCTTCGCCCCCA 

GTACCACGGTTCCTTACCAAGAAGCAAGCGCTGATCCAGTATTACAGGCCCGTTTGTTTT 

CATATGCGGATGCTCATAGATACAGGCTAGGTCCTAACTTCCATCAAATACCCGTAAACT 

GTCCATATGCATCTAAATTTTTCAATCCCGCTATCAGAGATGGACCGATGAATGTTAACG 

GCAACTTCGGCTCAGAACCTACATATTTGGCCAACGATAAATCGTACACGTATATCCAAC 

AGGACAGACCCATTCAACAACACCAAGAGGTATGGAATGGGCCAGCTATCCCTTATCATT 

GGGCAACATCCCCAGGTGATGTAGATTTCGTGCAAGCAAGAAATCTCTACCGCGTTTTGG 

GTAAACAACCTGGACAGCAAAAGAACTTGGCATATAACATCGGCATTCATGTAGAAGGCG 

CCTGTCCTCAAATACAGCAGCGCGTTTATGATATGTTTGCTCGTGTTGATAAGGGACTAT 

CTGAGGCAATTAAAAAAGTAGCTGAGGCAAAACATGCTTCTGAGCTTTCGAGTAACTCCA 

AATTTTGA 

>YDR256C, 515 aa (SEQ ID NO 116) 

MSKLGQEKNEVNYSDVKEDRVVTNSTGNPINEPFVTQRIGEHGPLLLQDYNLIDSLAHFN 
RENIPQRNPHAHGSGAFGYFEVTDDITDICGSAMFSKIGKRTKCLTRFSTVGGDKGSADT 
VRDPRGFATKFYTEEGNLDWVYNNTPVFFIRDPSKFPHFIHTQKRNPQTNLRDADMFWDF 
LTTPENQVAIHQVMILFSDRGTPANYRSMHGYSGHTYKWSNKNGDWHYVQVHIKTDQGIK 
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NLTIEEATKIAGSNPDYCQQDLFEAIQNGNYPSWTVYIQTMTERDAKKLPFSVFDLTKVW 
PQGQFPLRRVGKIVLNENPI^FFAQVEQAAFAPSTTVPYQEASADPVLQARLFSYADAHR 
YRLGPNFHQIPVNCPYASKFFNPAIRDGPMNVNGNFGSEPTYLANDKSYTYIQQDRPIQQ 
HQEVWNGPAIPYHWATSPGDVDFVQARNLYRVLGKQPGQQKNLAYNIGIflVEGACPQIQQ 
RVYDMFARVDKGLSEAIKKVAEAKHASELSSNSKF 

>YER103W, 2429 bp, CDS: 501-2429 (SEQ ID NO 145) 

ACTATTGTCACTTCTCCATTGAGATTCGAAAAACCCCTCGGGTCTTGTTAGAACTAAATT 

ACGTTCATAGGGGTGGGATTTATATTGTAATTCCGCGAGGTTTACACGAAAGATATCTCA 

ACTCTAGCCGCACATCCATTCCGGTATGTACTCTCCCACCATTGGGTATTATAGAATGTA 

ATAGGTTTCAAAGCGGATATCTTTTGCCCGGTGAGTTGTTACTTTTTCATTCGAGCAATG 

AAGTACATTCTAGAAGTTCCTAGAACCTTATGGAAGCACCAAGAAAAAAGGAAGTTAAAC 

AAAACACTGATTCAATAAGCAAGGGGGGAAGCTCCTTAGTTTGACGACAGTAACAAAATG 

TTCGTATAAATTGAACGAAACTCAAGCCAATAAAGGACTTTTCAGAGGCCTATCTCTTCT 

TTC TCCAC AAC TTTCGAAT AAAAACC ACTAATAAAAAGTAAATAACAAAAAC AAGAAAAA 

AAATAAACAAAACAATAATCATGTCAAAAGCTGTTGGTATTGATTTAGGTACAACCTATT 

CATGTGTTGCTCATTTTGCAAACGATAGGGTTGAAATTATCGCTAACGATCAAGGTAATA 

GAACGACGCCTTCTTATGTGGCTTTTACTGACACAGAAAGGCTAATTGGTGACGCTGCGA 

AGAATCAAGCTGCGATGAACCCACATAATACAGTATTCGATGCTAAGCGTCTGATCGGAC 

GTAAATTCGATGATCCAGAAGTGACGAACGATGCTAAGCATTACCCATTCAAAGTGATTG 

ACAAGGGAGGTAAACCGGTAGTGCAAGTGGAATATAAAGGCGAGACAAAGACATTTACTC 

CAGAAGAAATTTCCTCAATGATCTTGACAAAGATGAAGGAGACTGCTGAGAACTTTTTAG 

GAACAG AAGTG AAAGATGCTGTAGTAACGGTTCC AGCCTATTTC AACGATTC ACAAAG G C 

AAGCAACAAAAGATGCCGGTACAATCGCGGGCTTGAACGTTCTTCGTATCATTAATGAAC 

CTAC AGC TGC CGCT ATTGCGTATGGGCTGGAC AAGAAATCGC AG AAGGAGCAC AACGTCT 

TGATCTTTGATTTAGGTGGTGGTACTTTTGATGTCTCTCTGCTATCCATAGATGAAGGTG 

TCTTTGAGGTTAAGGCTACTGCTGGTGACACTCACTTGGGTGGTGAAGATTTCGATAGTA 

GGCTGGTTAAC TTTCTAGC CGAGGAGTTC AAAAGAAAAAATAAAAAGG ATCTAAC AACTA 

ACCAAAGGTCCCTAAGGAGGTTAAGGACCGCCGCTGAAAGGGCCAAGAGAACTCTGTCTT 

CGTCTGCTCAGACATCTATAGAAATAGATTCATTATTTGAGGGTATCGATTTCTATACTT 

CCATTACAAGGGCAAGATTTGAAGAATTATGTGCTGATTTGTTTAGATCTACATTGGAGC 

CAGTGGAAAAAGTTTTGGCTGATTCAAAATTAGATAAGTCACAAATTGATGAAATTGTAC 

TTGTTGGTGGTTCAACAAGAATTCCAAAAGTACAAAAACTGGTTTCTGATTTTTTCAATG 

GTAAAGAACCAAACCGTTCGATTAACCCTGATGAGGCCGTCGCTTATGGTGCTGCCGTAC 

AGGCTGCCATCTTAACGGGTGACCAGTCGTCGACGACCCAAGATTTACTGTTGCTGGATG 

TTGCACCATTATCTCTAGGTATTGAAACTGCAGGTGGTATTATGACAAAGTTGATCCCAA 

GAAATTCGACTATCCCAACAAAAAAATCGGAAGTGTTTTCCACCTACGCTGACAACCAAC 

CTGGTGTGTTGATACAAGTTTTTGAGGGTGAAAGGACAAGGACAAAAGACAACAATCTAC 

TGGGTAAATTTGAGTTGAGCGGTATTCCACCCGCTCCAAGAGGCGTACCACAAATTGAAG 

TTACATTTGATATCGATGCAAATGGTATTCTGAACGTATCTGCCGTTGAAAAAGGTACTG 

GTAAATCTAACAAGATTACAATTACTAACGATAAGGGAAGATTATCGAAGGAAGATATCG 

ATAAAATGGTTGCTGAGGCAGAAAAGTTCAAGGCCGAAGATGAACAAGAAGCTCAACGTG 

TTCAAGCTAAGAATCAGCTAGAATCGTACGCGTTTACTTTGAAAAATTCTGTGAGCGAAA 

ATAACTTCAAGGAGAAGGTGGGTGAAGAGGATGCCAGGAAATTGGAAGCCGCCGCCCAAG 

ATGCTATAAATTGGTTAGATGCTTCGCAAGCGGCCTCCACCGAGGAATACAAGGAAAGGC 

AAAAGGAACTAGAAGGTGTTGCAAACCCCATTATGAGTAAATTTTACGGAGCTGCAGGTG 

GTGCCCCAGGAGCAGGCCCAGTTCCGGGTGCTGGAGCAGGCCCCACTGGAGCACCAGACA 

ACGGCCCAACGGTTGAAGAGGTTGATTAG 

>YER103W, 642 aa (SEQ ID NO 146) 

MSKAVGIDLGTTYSCVAHFANDRVEIIANDQGNRTTPSYVAFTDTERLIGDAAKNQAAMN 
PHNTVFDAKRLIGRKFDDPEVTNDAKHYPFKVIDKGGKPWQVEYKGETKTFTPEEISSM 
ILTKMKETAENFLGTEVKDAVVTVPAYFNDSQRQATKDAGTIAGLNVLRIINEPTAAAIA 
YGLDKKSQKEHNVLIFDLGGGTFDVSLLSIDEGVFEVKATAGDTHLGGEDFDSRLVNFLA 
EEFKRKNKKDLTTNQRSLRRLRTAAERAKRTLSSSAQTSIEIDSLFEGIDFYTSITRARF 
EELCADLFRSTLEPVEKVLADSKLDKSQIDEIVLVGGSTRIPKVQKLVSDFFNGKEPNRS 
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INPDEAVAYGAAVQAAILTGDQSSTTQDLLLLDVAPLSLGIETAGGIMTKLIPRNSTIPT 
KKSEVFSTYADNQPGVLIQVFEGERTRTKDNNLLGKFELSGIPPAPRGVPQIEVTFDIDA 
NGILNVSAVEKGTGKSNKITITNDKGRLSKEDIDKMVAEAEKFKAEDEQEAQRVQAKNQL 
ESYAFTLKNSVSENNFKEKVGEEDARKLEAAAQDAINWLDASQAASTEEYKERQKELEGV 
ANP IMS KF YGAAGGAPGAGPVPGAGAGPTGAPDNGPTVEEVD 

>YER150W f 947 bp, CDS: 501-947 (SEQ ID NO 149) 

ATACGGGGGAAGAAGAAATATCATATTCAAAGCTAATTCATTGAAATTAGTGCTTGTCTC 

ATCTAGCCTTTAGTGCTTAATCTCTGGAGGAGCACATATGGGGTTAAAGCCATGCCGGGA 

CTGGGGGCCCCTATCGGGGCTCGAACCCGAATCCCGCGAGTATTTATTTGAAGGTCCGGG 

ACGCAAGTTACCTAATCTGGTTAATTGATATCCCATTTAGGCGATGACGTTCCTTCCCCT 

C ACCCCTCGGCTTGTT AG AAGATC TATTGTTATAGCCTCCTCTGG AAGAATTTATGCC AG 

ATGAAGAAAAAAACTTCTCGAAGTTCCCAGATGCCCAAATGAGGGCTTTCCATCCCTGTT 

AGCTGGAAAAGTGTAAGTATATCTATATAAAAAGTCGGCCTACTTTTGCCAGGTTCGTCT 

TTCACTTGCACTCTCTTGATCTTACTTTCTACTCAAAAAGAATCCAATACACAAAAATAA 

AATCAGTACTATTACTAATAATGTTGTCTAACGCTAAGCTCCTTCTATCATTGGCCATGG 

CCTCTACGGCTCTCGGATTGGTATCTAATTCTAGTTCCTCTGTAATCGTGGTACCATCAA 

GCGATGCTACTATTGCCGGTAACGATACAGCCACGCCAGCACCAGAGCCATCATCCGCCG 

CTCCAATATTCTACAACTCGACTGCTACTGCAACACAGTACGAAGTTGTCAGTGAATTCA 

CTACTTACTGCCCAGAACCAACGACTTTCGTAACGAATGGCGCTACATTCACTGTTACTG 

CCCCAACTACGTTAACAATTACCAACTGTCCTTGCACTATCGAGAAGCCTACTTCAGAAA 

CATCGGTTTCTTCTACACATGATGTGGAGACAAATTCTAATGCTGCTAACGCAAGAGCAA 

TCCCAGGAGCCCTAGGTTTGGCTGGTGCAGTTATGATGCTTTTATGA 

>YER150W, 148 aa (SEQ ID NO 150) 

MLSNAKLLLSLAMASTALGLVSNSSSSVIWPSSDATIAGNDTATPAPEPSSAAPIFYNS 
TATATQYEVVSEFTTYCPEPTTFVTNGATFTVTAPTTLTITNCPCTIEKPTSETSVSSTH 
DVETNSNAANARAI PGALGLAGAVMMLL 

>YFR033C, 944 bp, CDS: 501-944 (SEQ ID NO 155) 

ATCGAGCCATTCGCGGTCGCTGAGTAAGCGACGGTCATCGGGCGCGCTCGTGGACGATGA 

CAAGCGCGAATCACACAAGCATGCAGAGCAAGCACGGCGTAATCGATTAGCGGTCGCGCT 

GCACGAACTGGCGTCTTTAATCCCCGCGGAGTGGAAACAGCAAAATGTGTCGGCCGCGCC 

GTCCAAAGCGACCACCGTGGAGGCGGCCTGCCGGTACATCCGTCACCTACAGCAGAACGT 

GAGCACGTGACCGTGCACCAATGGGAAGCACGTTCCGGGCATATCGGACTGGGGCGCGCC 

TCCCCTGCGCGGTGCTTGTTATAAGAGGCGCTTTGCTGGAAAGTGGCCCACACCGGGTTT 

TCGAGATTAGGACCTACTCAGTCTTAAGGGCAGTATTGGTTGGCGCTTATTTGCACATAT 

TGTATACACGCACTCACATTAACAGAAGCACACATATACACTTACACCTACACACACGGA 

TAAAGAAAAAGAAATAGAAAATGGGCATGTTGGAACTAGTTGGTGAGTACTGGGAACAAC 

TAAAGATAACCGTTGTGCCTGTTGTGGCCGCGGCCGAAGATGACGATAACGAGCAGCATG 

AAGAAAAGGCAGCAGAAGGAGAAGAAAAAGAAGAAGAAAATGGGGATGAAGATGAGGATG 

AAGACGAAGACGAAGATGATGATGATGATGACGACGAAGATGAGGAAGAAGAGGAAGAAG 

TCACTGATCAGTTGGAAGATTTGAGAGAACATTTCAAGAACACGGAGGAGGGTAAGGCCC 

TTGTGCACCACTACGAGGAGTGTGCTGAGAGAGTCAAGATACAGCAACT^ACAACCCGGCT 

ACGCGGATCTTGAACACAAGGAGGACTGTGTGGAGGAGTTTTTCCATCTACAGCACTATT 

TGGACACTGCCACGGCACCTAGATTATTTGACAAATTAAAGTAG 

>YFR033C, 147 aa (SEQ ID NO 156) 

MGMLELVGEYV/EQLKITWPWAAAEDDDNEQHEEKAAEGEEKEEENGDEDEDEDEDEDD 
DDDDDEDEEEEEEVTDQLEDLREHFKNTEEGKALVHHYEECAERVKIQQQQPGYADLEHK 
EDCVEEFFHLQHYLDTATAPRLFDKLK 

>YGR086C, 1520 bp, CDS: 501-1520 (SEQ ID NO 175) 
GTTGAATATTTACCAATTGGGAAAAAGAACTCGTATTTCATTCCCCTTTTTGGAAAGGGG 
TGGGGAGAGACTGTTGTTCAGCCACGTCAATTATTATTTTTTCTTTGGCCCTGCGCTTGT 
CTTATAAAATTCCGCAGCCGCCTCTTATTTTTTTTTTTTTCGATTTTTGGCCCACAGGTC 
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ATATTGCAAAAACCGAATGGCCGCGCCCCCCTCACGCACGGGACGGAAGAAGGGCGGCGT 
CCCCTGTTTTTCTGCTTTGGCTCATCTCTTTGGCTCCGACGGACGAAAGACGGGATTCCC 
CCTCCCGTGTCTTTTTATAAATAACAAGTGCTCATTCTGCATCCTTCCTTGTTTCCCGTC 
GTTTGGGTACAATGCGTTGATTATCCCAACCCAAGAAAGAAAATTTGTCTCACATCTGCA 
TCTGCACATTTATTTACCTATACTTTTCCATTGTTAGCAGTATTGCAAAGTGAAGAATAT 
ATCAGCATCAAGTATATAGTATGCACAGAACTTACTCTTTAAGAAATTCCAGGGCACCTA 
CCGCCTCTCAATTACAGAACCCACCGCCACCACCATCTACAACCAAAGGTAGATTCTTTG 
GGAAGGGTGGTCTAGCTTACAGCTTTAGGAGAAGTGCTGCTGGAGCTTTTGGCCCAGAAT 
TATCCAGAAAGTTGTCTCAATTGGTTAAGATTGAAAAGAATGTTTTGAGGTCCATGGAAT 
TGACAGCCAACGAAAGACGTGACGCTGCTAAGCAATTGTCTATTTGGGGGTTGGAAAACG 
ATGACGATGTTTCCGACATCACTGATAAATTAGGTGTCTTGATCTATGAAGTTAGTGAAT 
TAGACGACCAATTTATCGATCGTTATGACCAATACAGATTGACTCTAAAGTCCATCAGAG 
ATATCGAAGGTTCTGTTCAACCATCTAGAGACCGTAAGGACAAGATCACCGACAAAATCG 
CCTACTTGAAATACAAAGATCCTCAATCACCTAAGATTGAGGTCTTGGAACAAGAATTGG 
TGCGTGCTGAGGCTGAATCTTTGGTCGCTGAAGCTCAATTATCTAATATCACAAGGTCAA 
AGTTGAGAGCTGCTTTCAACTACCAATTTGACTCCATCATCGAACATTCAGAGAAAATTG 
CTTTAATCGCTGGTTACGGTAAGGCTCTCTTGGAACTATTGGACGACTCTCCTGTCACTC 
CAGGTGAAACCAGGCCTGCTTACGATGGGTATGAAGCCTCTAAACAAATCATTATTGATG 
CTGAAAGCGCACTGAATGAATGGACACTAGACTCTGCCCAAGTCAAGCCTACTTTAAGTT 
TCAAGCAGGATTACGAAGACTTCGAACCTGAAGAAGGCGAAGAAGAGGAAGAGGAAGACG 
GTCAAGGCAGGTGGTCCGAAGACGAACAAGAAGATGGACAAATTGAAGAACCTGAACAAG 
AAGAAGAAGGTGCTGTTGAAGAACATGAACAAGTCGGACACCAGCAAAGTGAGTCTCTTC 
CC CAAC AAAC AAC AGCTTAA 

>YGR086C, 339 aa (SEQ ID NO 176} 

MHRTYSLRNSRAPTASQLQNPPPPPSTTKGRFFGKGGLAYSFRRSAAGAFGPELSRKLSQ 
LVKIEKNVLRSMELTANERRDAAKQLSIWGLENDDDVSDITDKLGVLIYEVSELDDQFID 
RYDQYRLTLKSIRDIEGSVQPSRDRKDKITDKIAYLKYKDPQSPKIEVLEQELVRAEAES 
LVAEAQLSNITRSKLRAAFNYQFDSIIEHSEKIALIAGYGKALLELLDDSPVTPGETRPA 
YDGYEASKQIIIDAESALNEWTLDSAQVKPTLSFKQDYEDFEPEEGEEEEEEDGQGRWSE 
DEQEDGQIEEPEQEEEGAVEEHEQVGHQQSESLPQQTTA 

>YGR197C, 2144 bp, CDS: 501-2144 (SEQ ID NO 185) 

TCCAGTATGCCACACATTATGCCTTGCACACCTAAAGCACATATTTTCGTTATTTTTCAC 

CACAATAGGTGGATCTCGAAAAGGATGGAAAATCAGGAAAAAGAAATGTTGAGAAAAAAA 

TAAACCGATTCCCGTTTAGTTTTCTCCTATTTCCGTGTATATGCGTGGTTATTCGTTTTC 

GAATCCTTTTATGAATGTCCGAGGAGGTGGTACAATCCGAAATAGACTAAAGAAAAGCGA 

AAGCCGTGAGTTTGTTTGATGATAGATGACTCGCAGCTTTGTCATCAACGGGCCACCCTA 

TTCGAAGAAGGGAATGGAAAACGGACTGGCGTAGTCAATAAGCGTCTTCATATCTTAGCA 

TTGTTGAGAGATACATAGTGTACTCCATATCGTTCTTTTTTTTTGTATATATCAAGCCAC 

ATATCCTGTTTCTTTAATCTTTTATACGCCGTAAGAATCGGGTACTGACATAAGTGTAAG 

TAGCCGTACAGAGAACAAATATGACTAAATCGGTTGGTGATGAAGAGTCACAGTACATTG 

AGGACCCTAGTTTTGCAGCAGCAGCTGCATTTACTGGCGGCAGGGACGGGGTTTCGTACA 

GTAATCAGCGATTTGCTGAGGGTTCCGGCCATTCTTCTGACTTAGCAAAGTCATTAGAAG 

ACTATCGGCCTCCTGATGAAAAGCCGTCCTCATTGTCATCTGTGGGGGAAGGTGGCGCTA 

ATGAGGAAGAGAAGGGCGGTAACGACGGCGGTCCCTTGGCAAGAATTCAAACAGGGCTTT 

TTTCTCCAAGACTGCGAAATCATAGGAAAAAGATTCTCTCGAAGTTTGTTTTGAACAACT 

TCTTCATTGCTTGTGTGTGTGTATCGCTCATATCGATTTACTGGGGTGCCTGTTACGGAA 

CAGATCGTTACTTTTTCAAAGTGAAAAATATTGTTGTATTGCAGGATGCGCCATCTAATA 

CTTCAGTTCAATCTATTTCCGCGATCATACCCTCATTGTTAGCGTCTGTCCCCGGGACAT 

GGCATATATACAACGCAACATCATTTCATAGGAAATTTGGTACGACGAACTCCACCGAAA 

TTGACAGAAAGATAGTCGATTTAATTTACGATGAGAGATACTGGCTGGCGTTAAACGTTA 

AACCTAATGCTACAGACACTTTGTATAATTCTTTGATTAGCCAAGACGCAAACTCGGAGT 

TCAATTCATCAATTTTTTTTGAATCCGTGTTTGAAAGTGGTCGTGACCCATCGAGTGTTA 

AATCGACCATTCTACCACTCATGCAACAATTGGAGGTCCGCCTTCAGAAATATTACGTCA 

AGGAATATCTTCCCTCATTGATGAGCAACATCACTTCTAATGACAGAGATCTTAATATAA 
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ACATGGAGAACTGGGCGATTGCAGGACAGTTGTTGTTCACCTACAACGATTATCGTCCCT 
TTGCTGATCGTATTCTAATGGCCCCTCTGCAGGTCGGTCTGATTTATTGTATTTTGTTAA 
CCGTTTTACAACTGTCATTATATGGTAAGTTGCACGGAGAAATGGCCAGAGTTCTGAAGC 
CAAAGCATATTTTAATCTACAGGCTTCTAATTTCCTGGGCAACTTATTTTCTTCTTTCCA 
TTGGATTCTGTACCGTATCTGCAATTTTTAGGATCGATTTCACCCCCGCCTTTGGCAGAG 
GAGGATTCGTAGTATATTGGATGTCTACGTGGTTGGTAATGATGGCTGTTGGTGGTGCCA 
ATGAAAACGTTCTCAGCTTAGTTATAGCTTACTGCCCTCCATACCTGAGTATTTGGTTGA 
TGACGTGGATC ATATTAAATATTTCTGCTTC ATTCTAC C CAATGGTTTTGAAC AACG AAT 
TTTACAGGTACGGCTACATAATGCCAATCCATAATGCCGTGGATATCTATAAAGTGATTT 
TTTTGAATTTAACCAAAAGAAAAATGGGAAGAAATTACGGTATTCTCGTGGCATGGGTTG 
CCCTCAATACATCCTTGATGCCATTTTGTATGAAGTTTGCAGGTAAAAAAATGCAAAAAA 
ATGCTATGCAAGCAGCAGAAGCCGCTGTCGCAGCAGCTACCCAGCGTGCTAGCCGCCCGG 
CAGAGGCCAATACTGATAAAAATAACAACCCGCCCGGAAATTAA 

>YGR197C, 547 aa (SEQ ID NO 186) 

MTKSVGDEESQYIEDPSFAAAAAFTGGRDGVSYSNQRFAEGSGHSSDLAKSLEDYRPPDE 
KPSSLSSVGEGGANEEEKGGNDGGPLARIQTGLFSPRLRNHRKKILSKFVLNNFFIACVC 
VSLI S I YWGACYGTDRYFFKVKNI WLQDAPSNTSVQ S I S AI I PSLL ASVPGTWHI YNAT 
SFHRKFGTTNSTEIDRKIVDLIYDERYWLALNVKPNATDTLYNSLISQDANSEFNSSIFF 
ESVFESGRDPSSVKSTILPLMQQLEVRLQKYYVKEYLPSLMSNITSNDRDLNINMENWAI 
AGQLLFTYNDYRPFADRILMAPLQVGLIYCILLTVLQLSLYGKLHGEMARVLKPKHILIY 
RLLI SWATYFLLS IGFCTVS AI FRIDFTPAFGRGGF7VYWMSTWLVMMAVGGANENVLS L 
VIAYCPPYLSIWLMTWIILNISASFYPMVLNNEFYRYGYIMPIHNAVDIYKVIFLNLTKR 
KMGRNYG ILVAWVALNTS LMPFCMKFAGKKMQKNAMQAAEAAVAAATQRASRPAEANTDK 
NNNPPGN 

>YGR250C, 2846 bp, CDS: 501-2846 (SEQ ID NO 191) 

TCTTGTGTACGTACGATGTTTCTCCCGCTGATCCGATTACTAGCCGAAGACGTAAAATTG 

GCGCTTGATTCAATTTATGCCCTTCCCGGGAATAGTTGACCAAAGGGCAAAAAAATTCAG 

TCGGAGATTCCCTATTGGGCGGAATTTAGTAGATCTCTTTCCGTGCATAACGCCTGCCCG 

TTAGTCGTTATTTCACGTTAACATTTTCTTGGCCACTGCGCTATATAAATAAATACATAT 

ATATATGTCAAGCACAATAAAGAAACTTCCCTTAAATATTGAATAAGTAAATAATAGTTG 

AAAAGTGC CTTTTGTTCG AAGGATTAGAGTGTTCTTAATTTTAGTTCGTTC AACGGTC TC 

AAAAAAAGTGTGAACAAGTAAAGCATAGCACACATCCCAAATTACAAGGCACCCTGATTA 

AAAATCCAAAAATAAACCATAAGTTTTATTTTACTAAAAACATTATACGTGAAAGACAAA 

CCGCATCAGAAGTTTCGAGGATGAATATTGCAGAAGAACCATCAGATGAAGTAATATCTA 

GTGGCCCCGAGGATACAGATATCTGCAGCCAGCAGACATCAGCGAGCGCAGAAGCTGGAG 

ACC AATC AATAAAAATTGAAAGG AAAACTTC CACTGGTCTTC AACTGGAACAATTGGC CA 

ACACAAATTTATTAACCATAAGAATAAAATGGCAGTTACAAGAAGAAGAAGATGATCACT 

GCAACTCTAGAATAACCGATCAAATAATGGACACAATACAGCACTACAAAGGTATCTCCG 

TTAACAACTCTGATACAGAAACATATGAATTTCTTCCGGATACAAGGAGGTTACAGGTTC 

TCGAACAAAATAAAGACATCTATCTTTACGAGCATGGAAGTCAAGAGTATGAGAAATCTT 

ACAAAGATAACGAAGAGGAAGATGATTGGAGATACGATACCGTTTTGCAAGCACAATTCA 

AGTACCCCAAGTCATTAGAAAATGCATGTACAGATATCTCGGAATTACTCAAGAGCGAAC 

CTATTGGTCAGCATATTGATAAATGGTCTATCGGTGTGAACAAGCATGCACTAACCTATC 

CTGGAAATATTTTTGTCGGGGGAATAGCAAAGAGCCTTTCTATTGGTGAACTAAGTTTCT 

TATTTTCAAAATATGGACCAATTTTATCAATGAAATTGATATATGATAAAACGAAAGGCG 

AACCTAACGGATACGGGTTCATCTCCTACCCCTTGGGTTCTCAAGCTTCACTTTGCATCA 

AGGAACTTAATGGAAGGACGGTAAATGGCTCCACACTATTTATCAACTATCACGTTGAGC 

GAAAGGAGAGAGAAAGAATCCATTGGGACCATGTCAAAGAAAACAACAATGATGATAATT 

TCAGGTGTCTCTTTATAGGCAACTTGCCTTATCACAATCCTGAAAAAGTAGAGACTTTGA 

TTACACCTAAAGAAGTCATAGAAGTAATCAAGAAGGAGTTATCAAAAAAGTTTCCGGACT 

TTGATATCATTTCATATTACTTTCCGAAGAGAAGTAATACAAGAAGCAGTAGTTCAGTAA 

GTTTCAATGAGGAGGGGTCAGTAGAATCAAACAAATCTTCCAATAATACTAATGGAAATG 

CCCAAGATGAAGATATGTTGAAGGGTTATGGTTTCATCAAGCTTATCAACCATGAACAAG 

CACTAGCAGCCATCGAGACCTTCAATGGGTTCATGTGGCATGGAAACAGGCTCGTTGTTA 
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ATAAGGCGGTTCAACATAAAGTTTACAACAACCACAATAGCCATGACAGGCACCCTTCCA 
TCAGTAACCACAATGATATGGAGGTTTTGGAATTTGCAAATAACCCAATGTATGATTACA 
ATAATTATACATATGATAGATATTACTTCAACAATAATAAAAACGGGAACAGCAACGATA 
CCTCCAATGTACGGTATTTTGATTCTGTAAGATCAACCCCTGTGGCAGAGAAAATGGATC 
TGTTCTATCCTCAAAGGGAATCTTTCAGTGAAGGTCGTGGTCAACGTGTGCCTAGATTCA 
TGGGCAACAAGTTTGACATGTACCAGTACCCATCAACTTCTTACAGCTTACCTATACCAA 
TGAGTAATCAGCAAGAATCAAACCTATATGTCAAGCACATCCCTCTTTCTTGGACAGATG 
AAGATTTATATGATTTCTACAAATCTTTCGGTGAAATAATCAGCGTTAAGGTCATTACTG 
TTGGGGGTAGTAAGAACAAGTATCGTCAACAATCGAATGATAGCTCATCAGATAATGATC 
TGCCAGTGGGATCATCAAGAGGTTATGGTTTTGTTTCTTTTGAAAGCCCATTAGATGCTG 
CTAAGGCAATTTTGAATACAGACGGGTATCAAGTGAGCAAAGATCAAGTGTTATCTGTTT 
CTTTCGCTCAGAAACGTGGTAATTTATCTTCAAGTGATGATGATGATCAATCCCAAACTG 
ATAACTCATCAAAGTTCCAAAATTTTCAGCCACATAATGATTATCATAAGGCTTATCCAA 
CAAAGTATAATAAGAAATTTATCAATGCCTTGATGACTCAGAACCAATCGCAACAGCAAG 
TCTCGAGGGAAAATTATTTCATACCACTGCAGTACCCTAATACCAACACAAAGCCCGTGA 
ACAGTTACAACTTAATAAGTGCAAACCAAAATAACGCTAACTGGATGATGCCAATGTTCC 
CATCATTTGGGTTTATTCCACAGGTGCCGCCAGTGCCCTATATAATACCTCCGCAGAATC 
CTGCAGCAAATCATATTCCTATAATGGCAAACGGTAGTAATGAAGAGGAAGAATTTTCTA 
GTGGTGATTATTCTATGGACTACTAG 

>YGR250C / 781 aa (SEQ ID NO 192) 

MNIAEEPSDEVISSGPEDTDICSQQTSASAEAGDQSIKIERKTSTGLQLEQLANTNLLTI 

RIKWQLQEEEDDHCNSRITIXJIMDTIQHYKGISVNNSDTETYEFLPDTRRLQVLEQNKDI 

YLYEHGSQEYEKSYKDNEEEDDWRYDTVLQAQFKYPKSLENACTDISELLKSEPIGQHID 

KWSIGVNKHALTYPGNIFVGGIAKSLSIGELSFLFSKYGPILSMKLIYDKTKGEPNGYGF 

ISYPLGSQASLCIKELNGRTVNGSTLFINYHVERKERERIHTOHVKENNNDDNFRCLFIG 

NLPYHNPEKVETLITPKEVIEVIKKELSKKFPDFDIISYYFPKRSNTRSSSSVSFNEEGS 

VESNKSSNNTNGNAQDEDMLKGYGFIKLINHEQALAAIETFNGFMV^GNRIiVVNKAVQH 

VYNNHNSHDRHPSISNHNDMEVLEFANNPMYDYNNYTYDRYYFNNNKNGN 

DSVRSTPVAEECMDLFYPQRESFSEGRGQRVPRFMGNKFDMYQYPSTSYSLPIPMSNQQES 

NLYVKHIPLSWTDEDLYDFYKSFGEIISVKVITVGGSKNKYRQQSNDSSSDNDLPVGSSR 

GYGFVSFESPLDAAKAILNTDGYQVSKDQVLSVSFAQKRGNLSSSDDDDQSQTDNSSKFQ 

NFQPHNDYHKAYPTKYNKKFINALMTQNQSQQQVSRENYFIPLQYPNTNTKPVNSYNLIS 

ANQNNANWMMPMF PSFGFI PQVPP VP Y 1 1 PPQNPAANHI P IMANGSNEEEEFS SGDYSMD 

Y 

>YHR001W-A, 797 bp, exonl : 501-506, intronl : 507-569, exon2 : 
570-797 (SEQ ID NO 195) 

TTCTATTCCGGCTTATAAAAAGCATGGAATCCAAAAGAATTAGGCTTCTCATTCTATTTT 
AATTATACTAGTACGATTTCTCACTCTGTAATTTAATATCAGTGTAATATGCACCTAGTT 
ATGGGTAGTTTTTGCTAACGTTACGAGCCGCGAAACTGTCCTCAATCTTCACCACTACCT 
CTAATGACTGAAGAATGCTATGCGATATAACGCTGTCGCACTTTGAATATATACTTATAT 
TTACATAGTTTTCAAGTGCGTATTACTATTGCAAAGTAGTATTTTGTCACGTGATTTTGA 
TCCAATTAAAACTAAATATGGTTCAACCCGTTGTTTCCGCATCAAAAAACCATACCATTT 
ATCAAGGGGACGGGATATATCACATAACAGTTTGAATGCATAATTTGTTATAGATATCTT 
CTGGAATAATCTTCACAGCAAAAGCGCAAGTCGAATAATATATCGATAAATACAATCCAT 
AAGACTTAAAACTAACCTCAATGGCGGTAAGTATCCTATCATATTATGTGAGCTAGAACC 
GAATTAGTATACTAACATTTATAATACAGTACACTTCTCATCTGTCTTCAAAAACTGGTC 
T AC ATTTCGGTAG ACTTTCTTTAAGAAGTTTAAC AG CTTATGCTC CGAATTTAATGTTAT 
GGGGTGGTGCTAGCATGCTTGGGCTATTTGTATTCACAGAAGGATGGCCTAAGTTTCAAG 
ATACGCTATACAAAAAGATTCCGTTGTTAGGACCTACATTGGAAGATCATACTCCACCAG 
AAGATAAACCTAATTGA 

>YHR001W-A, 77 aa (SEQ ID NO 196) 

MAYTSHLSSKTGLHFGRLSLRSLTAYAPNLMLWGGASMLGLFVFTEGWPKFQDTLYKKIP 
LLGPTLEDHTPPEDKPN 
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>YJL142C, 893 bp, CDS: 501-893 (SEQ ID NO 225) 

TGCTGAATTATTTTTGGGTATACCGATCTTCCCAGGCGCTTCTGAATATAACCAATTAAC 

AAGAATAATAGACACGCTTGGATATCCTCCATCGTGGATGATAGATATGGGTAAAAACTC 

TGGAAAATTTATGAAGAAATTGGCACCAGAAGAAAGTTCTTCTTCTACACAAAAGCATCG 

TATGAAAACTATTGAAGAGTTTTGCAGAGAATACAATATAGTGGAAAAGCCCAGTAAACA 

ATATTTTAAGTGGAGAAAGTTACCAGATATTATTAGAAACTACAGGTATCCTAAAAGCAT 

ACAGAACTCCCAAGAACTTATCGACCAAGAAATGCAGAATAGGGAGTGTTTGATCCACTT 

TTTAGGCGGTGTGCT AAATTTGAAC CCGTTAGAAAGATGGACAC C AC AAC AAGCTATGCT 

ACACCCCTTCATAACAAAGCAGGAGTTTACAGGTGAGTGGTTTCCTCCAGGATCGTCTTT 

ACCGGGTCCTTCAGAAAAACATGACGATGCAAAAGGCCAGCAAAGTGAATATGGAAGTGC 

GAACGACTCTAGTAACAATGCAGGCCACAACTATGTCTATAATCCTAGCTCTGCCACTGG 

TGGTGCTGATAGCGTCGACATTGGTGCTATCAGTAAAAGGAAGGAGAATACATCTGGCGA 

CATCTCCAATAATTTTGCTGTTACTCATTCTGTTCAAGAAGGGCCAACAAGCGCGTTCAA 

TAAACTTCACATTGTCGAAGAATAAATCGTTATTTTGTCTGACTTTTCTT/^ACTACCCAT 

TTCATTTTATTACGGCTTGGTGCCATAATGATATACTAAATAAATATGAATTTTGCCTTT 

TCTTAATTTTCCTTATACGTATAGTCATTACAATTAATAAAGTAACATTATAA 

>YJL142C, 130 aa (SEQ ID NO 226) 

MTMQKASKVNMEVRTTLVTMQATTMSIII^LPLWLIASTLVLSVKGRRIHLATSPIILL 
LLILFKKGQQARSINFTLSKNKSLFCLTFU^PFHFITAWCHNDIU^EFCLFLIFLIR 
IVITINKVTL 

>YJL144W, 815 bp, CDS: 501-815 (SEQ ID NO 227) 

AGAAAGAAGTTCGTGGTATTAACCGACGGCAGCAAGTTGGGTCAATACTTGAAGGATTGC 
CCATATGAAGGGTATGGCGGGAAAGATAAGAAGAACAATCTGACCAAGCAAAATGTCACA 
AATGTCCATCCAACAGAATACGGCCTTTACATTTTACAAAAACAAATCATCGAGGACGTT 
GAGTGATTTGTTGGCATGATCTAATAATAGTCTCTTATATAAACCCTATAATAATTTCTT 
ATTTTTGCCTTATATTCAGGTAAATCACCATCTAACTGTATTATCTCTCACGTATCTTCA 
CTTATATGGCTCAGAAAACACCGTACGAAACGAAGGGGCTGCGAAAATGTTTCTAGAAGG 
TAATGGCAATAATAGGGATACAGATCGATCAGATCCGCCTATATAAAAGACAACGCACCG 
AAGGTGAACAAGATCGCAGATAAAGGTATTTACAAGGGAAAAAAGTCAGCAAAAACAAGA 
GATAAGATAACAAGAAGAAGATGTTAAGGAGGGAAACTTCAACAATATACAGGACACACA 
AAAAAAGCAACAGTAGTATACTCAGGAGCCAGCGGGACCAGACTAGAGTGGATTCCTTGG 
TAGAGGAGTCTCCCATGGGCGATTTCGGGATCAATAACCAGCCTACACAGCCTGGCGTGA 
TATACTACTTTGTAGAGCTGACTAATTTAGGCATACAGGAAAACACAAGCAGTAATAATA 
ACAACAACAATAATCATGGTGACGATGAAAACGGCAGTCGATACGGCCACGGCAGCAGTC 
TGGGTGGAGACGTTCACTCTCGCCGTTGTTCATGA 

>YJL144W, 104 aa (SEQ ID NO 228) : 

MLRRETSTIYRTHKKSNSSILRSQRDQTRVDSLVEESPMGDFGINNQPTQPGVIYYFVEL 
TNLGIQENTSSNNNNNNNHGDDENGSRYGHGSSLGGDVHSRRCS 

>YJL166W, 785 bp, CDS: 501-785 (SEQ ID NO 231) 

TGAACAGCTATACCACGAATATGAAGAGTCTATTGCCAAGGATTTGAAGGCCAAAATTTC 

TCAGGTCGATGAGTCTCGTGGCTTCAAAGCTGATGTCTTAACTGCGTTCTTGAACAAAGT 

TTACAAGAGAAGCAAATAGAACTAACGCTAATCGATAAAACATTAGATTTCAAACTAGAT 

AAGGACCATGTATAAGAACTATATACTTCCAATATAATATAGTATAAGCTTTAAGATAGT 

ATCTCTCGATCTACCGTTCCACGTGACTAGTCCAAGGATTTTTTTTAAGCCAATGAAAAT 

GAAGAAATGCGTGATCGGAAATTACGGGTAGTACGAGAAGGAAACTTGAGCCACCCCCCA 

AATTTTATTCATATAATAATAGGAAAAGCAACGACCTCATCTCTCGAACATTGTTTACTT 

GAGCAAGTCCGATTAAGAGTAAGTTGTCGTACGTTAAATACAAATAATCAACAAAACACT 

ACACAAAAACTTCTACGATAATGGGTCCTCCAAGCGGTAAAACTTACATGGGATGGTGGG 

GTCACATGGGTGGTCCAAAGCAAAAAGGTATAACCTCATATGCTGTGTCTCCATATGCTC 

AAAAGCCATTACAAGGTATTTTCCATAACGCTGTATTCAATAGTTTTAGAAGATTTAAGT 

CTCAATTTCTATATGTATTAATACCTGCGGGAATTTATTGGTACTGGTGGAAGAACGGTA 

ACGAGTATAATGAATTTCTGTACAGCAAAGCTGGTAGAGAAGAGCTGGAAAGAGTTAATG 
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TTTAA 

>YJL166W, 94 aa (SEQ ID NO 232) 

MGPPSGKTYMGWWGHMGGPKQKGITSYAVSPYAQKPLQGIFHNAVFNSFRRFKSQFLYVL 
IPAGIYWYWWKNGNEYNEFLYSKAGREELERVNV 

>YKL117W, 1151 bp, CDS: 501-1151 (SEQ ID NO 247) 

TTATAGAACTGTTTTATTGTTTAAAAGAGCTTGTTATAGTAATCTAAGTGGAAATACACT 

AACAGTAAATAGGGCGTGTGGCGTAGTCGGTAGCGCGCTCCCTTAGCATGGGAGAGGTCT 

CCGGTTCGATTCCGGACTCGTCCAATCTTTTTATACTTATTAATAATTTTTTTCCTGCCG 

TTACTTGCTTTTAAAATAACTGCCTTTTATGAATACAGAGTATAATTTTTGATATACAAA 

GAGGTTGACTGTGATAATCAATACTTAATTTGTGGTTATTGGTACACATATACCTACAAA 

AGTTACCAACAAACTGTTCGACTTTTAATGCTACCCGCCTTCCGAGTGTTTTTGAAGGGG 

CGGAGAGGAGCGGCAAGAATTAGCATGGAAAAAAGCATAAAAAGACGAAATGGGTGGCAA 

TGTATTAACTTGTTCGAGAAACCTAGTGGACTCAATTCATTACAACAACAAGTTCCCAAG 

ATCATCGATTCATAATAGTCATGTCCGATAAAGTTATTAACCCTCAAGTTGCATGGGCTC 

AAAGGTCTAGTACTACTGATCCAGAAAGAAATTATGTCTTAATAACTGTGTCAATTGCAG 

ACTGTGATGCCCCTGAGTTAACCATTAAGCCATCATACATCGAATTAAAGGCTCAATCAA 

AGCCTCATGTTGGCGATGAAAATGTCCATCATTATCAATTACACATTGATCTATACAAGG 

AAATTATACCTGAAAAAACAATGCATAAGGTTGCTAATGGCCAGCACTACTTTTTGAAAT 

TGTATAAAAAGGATTTAGAATCTGAATACTGGCCACGTTTGACAAAGGAAAAGGTGAAGT 

ACCCTTACATCAAAACTGATTTCGATAAATGGGTTGATGAAGATGAACAAGACGAAGTTG 

AAGCTGAAGGTAATGATGCCGCTCAAGGAATGGATTTCAGCCAAATGATGGGAGGTGCTG 

GAGGTGCTGGAGGTGCTGGAGGCATGGACTTCAGCCAAATGATGGGAGGTGCTGGTGGCG 

CTGGTTCTCCAGATATGGCTCAATTGCAGCAATTATTGGCTCAAAGCGGTGGTAATTTGG 

ACATGGGAGATTTCAAAGAAAACGATGAAGAAGATGAAGAAGAGGAAATAGAGCCGGAAG 

TGAAAGCTTAA 

>YKL117W, 216 aa (SEQ ID NO 248) 

MSDKVINPQVAWAQRSSTTDPERNYVLITVSIADCDAPELTIKPSYIELKAQSKPHVGDE 
NVHHYQLHIDLYKEIIPEKTMHKVANGQHYFLKLYKKDLESEYWPRLTKEKVKYPYIKTD 
FDKWVDEDEQDEVEAEGNDAAQGMDF SQMMGGAGGAGGAGGMDFSQMMGGAGGAGS PDMA 
QLQQLLAQSGGNLDMGDFKENDEEDEEEEIEPEVKA 

>YKR075C, 1424 bp, CDS: 501-1424 (SEQ ID NO 257) 

TTCAACAGAAATGCCGTAGCCGGAAAAACCGAAAGCGGGGGACAGTGAAGCGTGAGAGGG 

GCGAGACAGGGGGAACTTGAATGGGGTATTTTGCTTTTGCTGCATTTTTTCCGCTGGTAC 

CTCTATCTTTAGGCGACCGGAAAAATTCATTTTCTCATCTTTTTTTTTTTTTCGTTTCCG 

ACTCGATACTCTTTACAAAGAAACCCCCGCGGGGAAATGTTAGATTTGAGCTTTTTCCGC 

CAGGAAAAGAAAAAACCTGGGGACATTAATCTTGTTTTTTCTTTCTTCTTTTGTCTTCCC 

TTGGATGACTGCAGAAAAAGTACAGTTACCGGGTCTTAGCAAAAACAAACATATATATAT 

ATATATATGAAAGCGTATGGTCAACACGGTTTTATAGGTTTTACTTTTTGCATTCAGTTC 

AACTTTGGCCCTTTCTCTTATCGCATTCAGATACTACACACAAGTGTTCATACACACACA 

AATAGATACATATACAGAAAATGACTAGTTTGGACGATACAATAATTTCGTACCAGAATA 

TAATGTTACTGGATAACATGACCAACTACAACAAGCCTGCGATTGACTATTTCCATCATG 

AATTTAATGATGCAAGCTTGGAAATATCGGCTTCATGGACACTACTATTGAAGATGCGCA 

AACATAAACTACTTCGATTACCAAGTTGCTCTTCAGAGGACGTGCTAGATTACAACATGT 

ACCTCGTTAGGCTACATCATTGCCTCTGGAGGCGTTGGTCCATAAATCACTATGGTTTAC 

AGAACTCCAAATCCAATCCACTGTCCATCAACTGGAACAAAGAAACCGATGTAACGGTGT 

TGTACGGTCCAGATTTGACTAACATAGATAGTAATGAAAACGAAATATCGCCGGTCCAGA 

ACCAAATTGACCAGAAACAAACAAAAAATCTAAAATCTGCTTTAAAGAAAAATACGGAAT 

GCTGGGTAACCGAGGAGGTGGATGAGATTAACGCTTCTATAGAGAGCAATGACAACGCTT 

TGGTGAAATTAGAAGACATTTCATGCCCATCGTCTGTTGATTCTCACACGTCTTCCATTT 

TCGACCAGCATTCTACATGCACTAAAATTTCCTCCATAGATGAAGATTCTGAAGACCTTA 

TGAACGAAAAGAAGGAACAATTCCCCAGGAAGTTGAAGTTTAACCAAGCCGTGATGAAGA 

GGGAGATCGACTCAAAGGGGACTATCCGCGAATCCCTCATCAACATAAACGATATCCAAC 
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ATTCCCGCCACCATCGCCGTCACCATCGTCGCCATCATCACCATCACCATCAAAATAGTT 
CTCATTCTGATGAAACAATAAAAGAAGCTCATTATGAGTTCAGCAACTATACATTTGGCA 
CTATGGAAGAAGACATTTTTTATAGGAACCAGGTTGTTTTTTAA 

>YKR075C, 307 aa (SEQ ID NO 258) 

MTSLDDTI ISYQNIMLLDNMTNYNKPAIDYFHHEFNDASLEI SASWTLLLKMRKHKLLRL 
PSCSSEDVLDYNMYLVRLHHCLWRRWSINHYGLQNSKSNPLSINWNKETDVTVLYGPDLT 
NIDSNENEISPVQNQIDQKQTKNLKSALKKNTECWVTEEVDEINASIESNDNALVKLEDI 
SC P SSVDSHTS S I FDQHSTCTKISSIDEDSEDLMNEKKEQFPRKLKFNQAVMKREIDSKG 
TIRESLININDIQHSRHHRRHHRRHHHHHHQNSSHSDETIKEAHYEFSNYTFGTMEEDIF 
YRNQWF 

>YLR216C / 1616 bp, CDS: 501-1616 (SEQ ID NO 279) 

GAAGAATACAAAGAGGTCCAAGAAGACGAAGACCCGGATGTGTGGGACACGAGAATATCC 

AAGACCGGATGCTACGTAGAGAACCTCGCATTACAGCTGTGCCATGCCGAAACAGGTGAC 

TGGAGGCAGTGCTTCAACGAGATGGCGTTATTTAGGAAGTGTTGGGAAAAGAATGGTAAT 

AGAGAGCGCGTAAGCACAGTGGACGTGGATGGGACGACCAGTAAGGATTCGGAAAAGAAG 

AAATGAAAATCTAAATGTCGTGATGTATAACTTGTATATAATAGACAGCTGCAGTGATCG 

AAACACATTGTTTCCCTTTATAGAACATAACTGTTACGCTTTTGAACGGCATTTCTATGA 

GCTTCTAGAATATTTTTCCGCCCTAGCTGGAGAAAGTTCAGACAGAAAATTATTTAAATA 

AGTCGAATATCAGAGGTGCTGATGCGCTCACATCACATAGAAAACTGGTAAGACAATATT 

CAGGCGATCAAGGAGTAAAAATGACTAGACCTAAAACTTTTTTTGATATTTCTATTGGAG 

GTAAACCCCAAGGCCGTATAGTTTTTGAGTTGTACAATGACATAGTGCCTAAAACGGCTG 

AAAATTTTTTGAAGTTGTGTGAAGGAAATGCTGGTATGGCAAAGACTAAACCTGATGTAC 

CATTGTCGTACAAGGGTTCCATTTTCCACAGAGTGATCAAAGACTTCATGTGTCAATTTG 

GTGATTTTACCAATTTTAATGGTACTGGCGGTGAGAGCATATACGATGAAAAATTCGAGG 

ATGAAAATTTCACTGTTAAACATGATAAACCATTCCTTCTATCCATGGCCAACGCCGGTC 

CAAATACCAATGGATCTCAAGCTTTCATAACCTGTGTTCCTACACCTCATTTGGACGGGA 

AGCACGTTGTGTTTGGTGAAGTGATTCAAGGTAAAAGAATTGTTCGTTTGATTGAAAACC 

AACAATGTGACCAAGAAAACAACAAGCCATTGCGTGATGTAAAGATTGATGACTGTGGCG 

TGTTACCTGACGATTATCAAGTGCCAGAGAATGCCGAAGCTACACCAACAGATGAGTACG 

GCGATAATTATGAAGATGTTTTAAAACAAGACGAAAAAGTTGACTTGAAGAATTTCGACA 

CCGTCTTGAAAGCTATCGAAACGGTAAAGAACATTGGTACTGAACAGTTCAAGAAACAGA 

ACTATTCCGTGGCTTTAGAAAAATATGTCAAATGTGATAAATTCTTGAAAGAGTATTTCC 

CAGAAGATTTGGAGAAGGAACAAATTGAAAAAATCAATCAATTGAAAGTGTCTATTCCAT 

TGAATATTGCCATCTGTGCTCTTAAATTAAAAGATTACAAGCAAGTATTAGTAGCCTCAT 

CGGAGGTGTTATATGCCGAAGCGGCTGACGAAAAAGCCAAGGCCAAAGCTTTGTACCGTC 

GTGGCCTGGCCTATTACCATGTTAATGACACAGATATGGCTCTCAATGACCTAGAAATGG 

CCACTACTTTCCAGCCAAATGACGCTGCCATTTTGAAAGCTATTCATAATACT/^AATTAA 

AAAGAAAGCAACAAAACGAAAAAGCTAAAAAGTCTCTTTCGAAGATGTTCTCCTGA 

>YLR216C, 371 aa (SEQ ID NO 280) 

MTRPKTFFDISIGGKPQGRIVFELYNDIVPKTAENFLKLCEGNAGMAKTKPDVPLSYKGS 
I FHRVI KDFMCQFGDFTNFNGTGGE S I YDEKFEDENFTVKHDKPFLL SMANAGPNTNGS Q 
AFITCVPTPHLDGKHWFGEVIQGKRIVRLIENQQCDQENNKPLRDVKIDDCGVLPDDYQ 
VPENAEATPTDEYGDNYEDVLKQDEKVDLKNFDTVLKAIETVKNIGTEQFKKQNYSVALE 
KYVKCDKFLKEYFPEDLEKEQIEKINQLKVSIPLNIAICALKLKDYKQVLVASSEVLYAE 
AADEKAKAKALYRRGLAYYHWDTDMALNDLEMATTFQPNDAAILKAIHNTKLKRKQQNE 
KAKKSLSKMFS 

>YLR346C, 806 bp, CDS: 501-806 (SEQ ID NO 289) 

CTTATCTCAGGGTACCCATAATTTCAACCATCCTTAGCTTCCATTAAAAACACAATGAGT 
TGCGTTACTAGCGAAGCGGCTTATCTGTTAATTCTTGCTTGCAAACATCTTAGCTGAAAG 
TGAAAAGGCACAGCGCACCTGCTGAATGCTCAACGTTTGTAATAATCCGCCTATTTCCGC 
GGAATCAATAGGGCTCCTAGCAGGCCGCCATCAATTTTCAGCGTGCCGCATTAAAATTAT 
ATTACCAAGATTTCCATTTCCGCGGCTGATTCCTATCAATATTAAGTAATCAATCTTTTC 
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CTCGTGATTCTTTGTGATGCTCATTCACAGAGGACTAATTAAGACATGTAGCACAATATA 
TTCATATAAAAGTTGGTGCAGTTAATGATTAATTGCATTGTTTTCCTTGTTTCTTTCTGT 
TATACCTGTCGAATTAAACATAAAGTGTATATGAATTTTAAGGGGCACAAATAACAAAGG 
ATTATTTATCACCTTTAATAATGCAATCGATCAGTAATTGTCCCATCGGGTTAGTTTCAA 
AAAACACAATCAATTCAGCTTCCACTATTGCAGAGTGGGTAGCATGTCCATGGAAATATA 
TCAACGTTGTTGGTTCAGGCAGATATGTGAGCAATAAACCTGATAAAATTACCAGATATG 
ATTTACTCAAGGCTGCCCAGGAAGCGGAAATGCAGGAGTTGCTTACAAGAAATGATATGA 
AAGGTAGACATAAACGTAATAAGAAAAGTAAGATAGCATTGGAGACTATAGCGGAAGAAA 
ACTCTTCAACTGAAAGCCTTTTTTAA 

>YLR346C, 101 aa (SEQ ID NO 290) 

MQSISNCPIGLVSKNTINSASTIAEWVACPWKYINWGSGRYVSNKPDKITRYDLLKAAQ 
EAEMQELLTRNDMKGRHKRNKKSKIALETIAEENSSTESLF 

>YML129C / 713 bp, CDS: 501-713 (SEQ ID NO 297) 

TAATCAACTTGGCCAAGCAGAATACGCAATGGTTGTTCGGCACTGTTAAGGAGCCTGCTT 
ACAAGAGGTACCTACATAACGTTAAAAACTGGTCGAAAAGCATATTAGGGTTCAACTAAT 
GATTGGGGTGTCAACGT7VATGTACTTTTCTCCCCAATTTTTCTTTTCATCCGTATATTTT 
AC CGTAAAATGGAC AAGCTAATAGC AAAACGAAAAAACACGTTGTC ACTTC T ATATAACT 
TTGCTTAAGTAAGTATTTTGTCTTTATAATGTTACATACTGTGAAATACACTCTTTAGAA 
AACACTATTTCCTCACTCTCGGAAGCAGATTTCGAAGTTCTTCCTTACTTCTGAGCTTTG 
CTTCTCCTTCCTTGCGATTAATGTTACCCGGTATACGAAATCGGAGAGGATCAGAATAAA 
TGCATTGAAAGGAGCATAAATCTATACAGCGGTTTGGCAATGGTGAGAGGAAGAGAACAA 
AAAATAGAACGCAGATAGTCATGTCCAAATACGCTTGGTATACCAGAGTTACAGATACAT 
TACATCGTCTAACGGTACTGACGTTGGTTGGTGGTACGTTATACATGTCGGGTGGCTTAG 
CTTACACTTTATACATGAACGGTAAGAAGTACGAACAACAAGTGACCCAACAAAAGGCAC 
TTGAAGAAGACAATCAACAACTGCAAAGTCCTACTGCACCTCCTACCGAGTAA 

>YML129C, 70 aa (SEQ ID NO 298) 

MSKYAWYTRVTDTLHRLTVLTLVGGTLYMSGGLAYTLYMNGKKYEQQVTQQKALEEDNQQ 
LQSPTAPPTE 

>YML132W, 1640 bp, CDS: 501-1640 <SEQ ID NO 299) 

GTAACTTGGTTCTATGAATCTTCATGTCAGATACGTAGGACAGACTCTTTCCTGTGTAAA 

TATTTGTGACAGCTACGTCTATTTTCTACTAGATGTTTACACAGTTTTGTCACAGGAAAT 

CTACGCTTAAAATATGTATTTCATTCAAGCGGTAACCGCTGTACGAGCAGTGACATTGCT 

GGTCGCACCCTAAATGTGAACCAACGTTACGGCACACCGTGATGTACCCGCATTAAAGTT 

TTGTAAATTCGTTATTACGATTATCGAGTTGGCTAGATAGAAAACCGGAAATGTAATGGA 

TGCCCTTTTCGAATAGCTGAGTTTCTTTGCCTAAAATAGCCCAATATTGTTGCCCTTTTT 

GCTGTGCTGTATAAAAGCGAAAAGCCAGAAGTTACTATCTCGAATAAAAAACCCCTCGAA 
CTGCCATCTCACTACCGAAAATGAAAGAGAATGAACTTAAAAATGAGAAGAGTGTAGATG 
TATTATCCTTCAAACAGCTCGAATCCCAAAAGATTGTTCTACCTCAAGATCTTTTCAGAA 
GCAGCTTTACCTGGTTTTGTTATGAAATTTACAAGTCCTTAGCGTTTCGCATCTGGATGC 
TATTATGGCTACCACTTAGCGTCTGGTGGAAACTTTCCAACAATTGTATTTACCCACTTA 
TAGTTTCACTTCTGGTCCTGTTTCTGGGACCAATATTTGTCCTTGTTATTTGTGGACTTT 
CTCGTAAGCGTTCCTTATCGAAACAACTCATTCAGTTTTGCAAAGAGATTACTGAAAACA 
CACCAAGTTCTGATCCTCATGATTGGGAAGTTGTTGCAGCAAATCTAAATTCGTACTTAT 
ATGAAAATAACGTTTGGAATACTAAGTACTTTTTTTTCAATGCCATGGTCTGTCAAGAAG 
CGTTCAGAACAACCCTTCTCGAACCATTTTCTTTGAAAAAAGATAAAGCTGCCAAGGTTA 
AGTCATTTAAGGATTCCGTCCCTTACATTGAAGAAGCATTGGGAGTTTATTTTACAGAAG 
TTGAAAAACAATGGAAATTGTTTAATACTGAAAAATCATGGAGCCCTGTTGGCCTGGAAG 
ATGCTAAACTTCCCAAGGAAGCTTACCGATTTAAGCTTACTTGGTTTTTAAAGAGGATTT 
CCAATATTTTTATGTTGATACCATTCCTTAATTTTTTGTGCTGCATATATGTGTCACGGG 
GAATGTGCCTTCTATTACGCACCTTGTATCTCGGGTGGATTCTTTTCATGTTGGTACAAG 
GTTTCCAAAATATAAGGGTTTTGATTATGAGCATGGAACACAAGATGCAGTTCTTGTCGA 
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CTATTATAAATGAGCAAGAAAGTGGTGCGAATGGATGGGACGAAATTGCAAGGAAAATGA 
ATAGGTACTTGTTTGAGAA7UVAAGCCTGGAAGAATGAAGAGTTTTTCTTCGACGGGATTG 
ACTGTG AATGGTTTTTTAAC CACTTCTTC TACCGCGTTCTATCTGCGAAGAAATCTATGT 
GGCCTTTACCATTGAATGTGGAACTATGGCCATACATTAAAGAAGCGCAATTATCCCGCA 
GTGAGGTGCTCTTAGTGTAG 

>YML132W, 379 aa (SEQ ID NO 300) 

MKENELKNEKSVDVLSFKQLESQKIVLPQDLFRSSFTWFCYEIYKSLAFRIWMLLWLPLS 
VWWKLSNNCIYPLIVSLLVLFLGPIFVLVICGLSRKRSLSKQLIQFCKEITENTPSSDPH 
DWEWAANLNSYLYENNVWNTKYFFFNAMVC 

PYIEEALGVYFTEVEKQWKLFNTEKSWSPVGLEDAKLPKEAYRFKLTWFLKRISNIFMLI 
PFLNFLCCIYVSRGMCLLLRTLYLGWILFMLVQGFQNIRVLIMSMEHKMQFLSTIINEQE 
SGANGWDEIARKMNRYLFEKKAWKNEEFFFDGIDCEWFNHFFYRVLSAKKSM^ 
ELWPYIKEAQLSRSEVLLV 

>YMR009W, 1040 bp, CDS: 501-1040 (SEQ ID NO 301) 

ACC GGT ATTTTCATCTCTTC TAGATCAAGACTAACTGCTCGTTCAGTACAAGTATTTTAC 

CAATTTTTTCCTTCTCTTTTTCTCCCTATAAACTATGCAGAAGTAGCGATAATCACGATC 
TTGTTAATGATTCACATGTGCGCAAGTCGTATTGTCTGTCTAGATAGTGAGATGCCTTCT 
AAATAACAGGAGAGAGGCAAGATAGCATAACGGCGCAATGAAGGTAATTTCTGCCAGTTT 
TCTTTGCATTGACGACTGAAAGGGCCCTTGTAAGAGCCGCTCGACAGGGCGACGCCACAG 
TAGAGTCGCTAACACCGAAATATGCATATTGAAAAACATCAAAGTATAAAAGAACAAAGA 
GGGTGGCATCTGCAGATCAAAAAAAACAATAACCACCAAACAAGACACTAAAAAAGGTCG 
TAAAAAGGTCAAAAGTTAGAATGGTTAAGGTATATATTCATGACAACAAGGTTGACTCCG 
ATTATCGCGCACCCCACAATTCTGGAACAGAACTTTCCCTGGATGAATTAGCCAAGTTAG 
GAGTGATTTATAAATACTGTGCAAATGAGGAAGAAGTGAATGAAATTGCTAGGCAAAGAG 
AATATAAAAATAGAGATGTGGTCAACATCTGCGAAGGTTCCTTCAAAAGTGAAGCAGAGT 
TTAATGAAAAACTAGCAACATTCTACCAAGAGCATTTACATGAAGACGAAGAAATAAGAT 
ACTGTCTCGAGGGTGCTGGATACTTTGACGTCAGGGATGCTTCCACACCAGAGAACTGGA 
TTAGGTGTTTGGTAGAGTCAGGTGATTTACTGATTCTTCCACCAGGCATCTATCATCGTT 
TCACCTTGACAACTAGCAACCACATCAAGGCCTTGAGACTGTTTAAGGACGAGCCCAAAT 
GGCAAGCTATCAACAGGTCAAATCAGGCTGATTCATTGCCTGTACGCAAGGACTACATTG 
CCC TG ATC AATC AGT ACT AA 

>YMR009W, 179 aa (SEQ ID NO 302) 
MVKVYIHDNKVDSDYRAPHNSGTELSLDELAKLGVIYK^ 

VNICEGSFKSEAEFNEKLATFYQEHLHEDEEIRYCLEGAGYFDVRDASTPENWIRCLVES 
GDLLILPPGIYHRFTLTTSNHIKALRLFKDEPKWQAINRSNQADSLPVRKDYIALINQY 

>YMR011W, 2126 bp, CDS: 501-2126 (SEQ ID NO 303) 

GCAGCTTCACTTTTAAGTTTCTTTTTCTCCTCACGGCGCAACCGCTAACTTAAGCTAATC 

CTTATGAATCCGGAGAAAAGCGGGGTCTTTTAACTCAATAAAATTTTCCGAAATCCTTTT 

TCCTACGCGTTTTCTTCGGGAACTAGATAGGTGGCTCTTCCACCTGTTTTTCCATCATTT 

TAGTTTTTCGCAAGCCATGCGTGCCTTTTCGTTTTTGCGATGGCGAAGCAGGGCTGGAAA 

AATTAACGGTACGCCGCCTAACGATAGTAATAGGCCACGCAACTGGCGTGGACGACAACA 

ATAAGTCGCCCATTTTTTATGTTTTCAAAACCTAGCAACCCCCACCAAACTTGTCATCGT 

TCCCGGATTCACAAATGATATAAAAAGCGATTACAATTCTACATTCTAACCAGATTTGAG 

ATTTCCTCTTTCTCAATTCCTCTTATATTAGATTATAAGAACAACAAATTAAATTACAAA 

AAGACTTATAAAGCAACATAATGTCTGAATTCGCTACTAGCCGCGTTGAAAGTGGCTCTC 

AACAAACTTCTATCCACTCTACTCCGATAGTGCAGAAATTAGAGACGGATGAATCTCCTA 

TTCAAACCAAATCTGAATACACTAACGCTGAACTCCCAGCAAAGCCAATCGCCGCATATT 

GGACTGTTATCTGTTTATGTCTAATGATTGCATTTGGTGGGTTTGTCTTTGGTTGGGATA 

CTGGTACCATCTCTGGTTTTGTTAATCAAACCGATTTCAAAAGAAGATTTGGTCAAATGA 

AATCTGATGGTACCTATTATCTTTCGGACGTCCGGACTGGTTTGATCGTTGGTATCTTCA 

ATATTGGTTGTGCCTTTGGTGGGTTAACCTTAGGACGTCTGGGTGATATGTATGGACGTA 
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GAATTGGTTTGATGTGCGTCGTTCTGGTATACATCGTTGGTATTGTGATTCAAATTGCTT 
CTAGTGACAAATGGTACCAATATTTCATTGGTAGAATTATCTCTGGTATGGGTGTCGGTG 
GTATTGCTGTCCTATCTCCAACTTTGATTTCCGAAACAGCACCAAAACACATTAGAGGTA 
CCTGTGTTTCTTTCTATCAGTTAATGATCACTCTAGGTATTTTCTTAGGTTACTGTACCA 
ACTATGGTACTAAAGACTACTCCAATTCAGTTCAATGGAGAGTGCCTTTGGGTTTGAACT 
TTGCCTTCGCTATTTTCATGATCGCTGGTATGCTAATGGTTCCAGAATCTCCAAGATTCT 
TAGTCGAAAAAGGCAGATACGAAGACGCTAAACGTTCTTTGGCAAAATCTAACAAAGTCA 
CCATTGAAGATCCAAGTATTGTTGCTGAAATGGATACAATTATGGCCAACGTTGAAACTG 
AAAGATTAGCCGGTAACGCTTCTTGGGGTGAGTTATTCTCCAACAAAGGTGCTATTTTAC 
CTCGTGTGATTATGGGTATTATGATTCAATCCTTACAACAATTAACTGGTAACAATTACT 
TCTTCTATTATGGTACTACTATTTTCAACGCCGTCGGTATGAAAGATTCTTTCCAAACTT 
CCATCGTTTTAGGTATAGTCAACTTCGCATCCACTTTCGTGGCCTTATACACTGTTGATA 
AATTTGGTCGTCGTAAGTGTCTATTGGGTGGTTCTGCTTCCATGGCCATTTGTTTTGTTA 
TCTTCTCTACTGTCGGTGTCACAAGCTTATATCCAAATGGTAAAGATCAACCATCTTCCA 
AGGCTGCCGGTAACGTCATGATTGTCTTTACCTGTTTATTCATTTTCTTCTTCGCTATTA 
GTTGGGCCCCAATTGCCTACGTTATTGTTGCCGAATCCTATCCTTTGCGTGTCAAAAATC 
GTGCTATGGCTATTGCTGTTGGTGCCAACTGGATTTGGGGTTTCTTGATTGGTTTCTTCA 
CTCCCTTCATTACAAGTGCAATTGGATTTTCATACGGGTATGTCTTCATGGGCTGTTTGG 
TATTTTCATTCTTCTACGTGTTTTTCTTTGTCTGTGAAACCAAGGGCTTAACATTAGAGG 
AAGTTAATGAAATGTATGTTGAAGGTGTCAAACCATGGAAATCTGGTAGCTGGATCTCAA 
AAGAAAAAAGAGTTTCCGAGGAATAA 

>YMR011W, 541 aa (SEQ ID NO 304) 

MSEFATSRVESGSQQTSIHSTPIVQKLETDESPIQTKSEYTNAELPAKPIAAYWTVICLC 
LMIAFGGFVFGWDTGTI SGFVNQTDFKRRFGQMKSDGTYYLSDVRTGLI VGI FNIGCAFG 
GLTLGRLGDMYGRRIGLMC WLVYI VG I VIQI AS SDKWYQYF IGRI I SGMGVGGI AVL S P 
TLISETAPKHIRGTCVSFYQLMITLGIFLGYCTNYGTKDYSNSVQWRVPLGLNFAFAIFM 
IAGMLMVPESPRFLVEKGRYEDAKRSLAKSNKVTIEDPSIVAEMDTIMANVETERLAGNA 
SWGELFSNKGAILPRVIMGIMIQSLQQLTGNNYFFYYGTTIFNAVGMKDSFQTSIVLGIV 
NFASTFVALYTVDKFGRRKCLLGGSASMAICFVIFSTVGVTSLYPNGKDQPSSKAAGNVM 
IVFTCLFIFFFAISWAPIAYVIVAESYPLRVKNRAMAIAVGANWIWGFLIGFFTPFITSA 
IGFSYGWFMGCLVFSFFYWFFVCETKGLTLEEVNEMYVEGVKPWKSGSWISKEKRVSE 
E 

>YMR099C, 1394 bp, CDS: 501-1394 (SEQ ID NO 307) 

AACAGTTCACCTCGATCTACATATATTTCAATGCGAGAATGATTAATTCTTGCCATTGAC 

AAACAACCCTTTTACTGCCAGCGCCTTTCATAACCATGTAGTTTTATATGCCTAATTATA 

ATAAAGCATGACATATAATGCCAACCCCATATTTATATAGTTAACTTGAAACCGAGATTC 

ATCTATTGCACCAGGAAAAGTGCCTTCTTCTTAAAACATAAGTTACGTCCCGACCATTCA 

TCTAAACGGCATCAATCATTGCAGCAGAAGAAATAGTGTGTAGATGTCCTCGTTCGCTAG 

ACGCAGTCAATGATAACAAGGTCTTTCTTCAAGCTGTCTTTCCATAAAAAGGTATCGCAA 

ATGGGGTCACCAATGCGCCTTTTATTTTTCACGCCGAAAGAAAACTTAGTAGGTCCCTAG 

AAATGAATAAAGAGGTGATTCTGAGGTTCATTATAAGCCTTTGGTAAAACTTGAACCAAG 

AAAGATTAAAACACAAAGCCATGCCTATCAAAGAAACTGATAAAGAAGTTGTTTTGACTC 

ATCCAGCTGATGAGACCACCAGCGTTCATATTCTAAAGTACGGTGCTACAGTTTATTCTT 

GGAAATTGAAATCTGAAGAACAGTTGTGGTTGTCTACTGCTGCTAAATTGGATGGTAGCA 

AACCTGTGAGAGGTGGTATACCTTTGGTCTTTCCTGTATTCGGGAAAAATAGCACCGATG 

AACATTTGAGTAAATTACCTCAACATGGTCTTGCAAGAAATTCTACTTGGGAGTTTTTGG 

GTCAAACTAAGGAAAACCCACCGACCGTACAATTTGGCTTGAAACCAGAAATTGCTAACC 

CAGAATTGACCAAATTGTGGCCAATGGATTATCTTTTGATTTTGACTGTTGAATTAGGCT 

C CG ATTATTTGAAAACTGCC ATAGAAGT AGAAAAC AC ATCT AGTTC CAAGG AATT AAAGT 

TCAACTGGTTGTTCCATACATACTTCCGTATCGAAGATATTGAAGGAACAATGGTCTCTA 

ATTTAGCTGGCATGAAACTTTATGACCAACTGTTGAAGGAATCCTACGTCGACAAGCACC 

CAGTCGTTACCTTCAATCAAGAAACCGATGTAATTTATCAGAATGTCAGCGCCGAACGGG 

CCATTCAAATAGTTGACAAGGGCGTTCAAATTCACACTCTAAAAAGATACAACTTGCCCG 

ACACTGTTGTTTGGAATCCATGGATTGAGAAGTCTCAAGGGATGGCCGATTTCGAACCAA 
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AAACTGGTTACCAACAAATGATATGTATTGAACCTGGTCATGTTCATGATTTTATTTCCT 
TGGCTCCTGGTAAAAAATGGAATGCTTATCAATTACTTTGCAAAGAAGAATTGAAATATC 
AAGCTATTCAATAA 

>YMR099C, 297 aa (SEQ ID NO 308) 

MPIKETDKEWLTHPADETTSVHILKYGATVYSWKLKSEEQLWLSTAAKLDGSKPVRGGI 
PLVFPVFGKNSTDEHLSKLPQHGLARNSTWEFLGQTKENPPTVQFGLKPEIANPELTKLW 
PMDYLL I LTVELGSDYLKTAI EVENTS SSKELKFNWLFHTYFRI EDI EGTMVSNLAGMKIi 
YDQLLKESYVDKHPVVTFNQETDVIYQNVSAERAIQIVDKGVQIHTLKRYNLPDTVVWNP 
WI EKSQGMADFE PKTGYQQMI C I E PGHVHDFI SLAPGKKWNAYQLLCKEELKYQAI Q 

>YMR110C, 2099 bp, CDS: 501-2099 (SEQ ID NO 311) 

AAGAGAGAG AAGCTAGATT ATC ATTAC AGC AGC C AC ATAGTATACC AAATTC C AGT AC AG 

GCACACCAGAACATGATCAAGACACTTAGAGGAAATGGAACAACGAATTTCCAGCCAAAA 

ATTCCGAGTAGTTCATGATGAAAGATTTTTACATGCATTTTATATATAAATATATACCGT 

CCTATATGGATTTCATGCCAACAGGGTATATAATAGACAATTACCGGTGTACTGATATAT 

CAACTATCGACTCCAAGCCTTTTATCTATCAGTCAATTTTACATCAAGATCCCACTTTTA 

GATAGGTTCGAAAATTCAATCTAATATTAGTGATTTAATTAGATGGTGGATTGCTTACCC 

TTTTTTTTGTCGTTTTAGGAGGAGATTCTTCGGATTTTAGGGATAAACGGATACTCCATA 

TATAAAAAACAAAACTTCAGGCATATTGATTATCTAAAAGGAATATTCTAAAACCATAGC 

CATAGTAATTTATCACCAACATGTCAAACGACGGCTCAAAAATATTGAATTATACCCCAG 

TGTCTAAAATAGATGAAATAGTTGAAATCTCAAGAAATTTCTTCTTTGAGAAACAATTGA 

AATTGTCCCACGAAAATAACCCAAGGAAAAAAGATCTAGAATTCAGGCAGTTGCAGTTGA 

AAAAACTCTATTATGCCGTCAAAGATCATGAGGAAGAACTGATCGATGCTATGTACAAGG 

ACTTTCATCGGAACAAAATTGAATCGGTTCTGAATGAAACGACCAAACTTATGAACGATA 

TACTTC AC C TAATTG AGATTTTACC AAAATTGATC AAACCTCGGAGAGTATCTGATTCTT 

CTCCTCCATTTATGTTTGGTAAAACAATCGTGGAGAAAATATCAAGGGGCAGTGTCTTGA 

TTATTGCTCCTTTCAATTTTCCCCTACTTTTAGCATTTGCCCCATTGGCAGCAGCTCTTG 

CTGCAGGTAACACCATTGTTCTGAAGCCAAGTGAACTAACACCACACACTGCTGTAGTTA 

TGGAAAATTTGTTAACCACAGCTGGTTTCCCTGATGGATTGATTCAAGTAGTTCAGGGAG 

CTATAGATGAAACTACAAGACTACTAGATTGTGGAAAATTTGACCTAATATTCTACACAG 

GTTCTCCC CGTGTC GGATC AATAGTTGCTGAG AAAGC AGC AAAAAGTCTAAC ACCTTGTG 

TACTTGAACTTGGTGGTAAATCACCTACCTTTATTACAGAAAATTTCAAAGCAAGTAACA 

TAAAAATTGCTTTGAAAAGGATTTTTTTTGGTGCTTTCGGAAATTCTGGCCAGATTTGTG 

TTTCACCAGATTATTTGTTAGTACATAAATCTATCTATCCAAAAGTCATTAAAGAGTGTG 

AATCAGTACTAAATGAATTTTATCCAAGCTTTGATGAACAAACAGATTTCACTCGTATGA 

TTCATGAGCCTGCTTACAAAAAGGCCGTTGCAAGTATAAACTCAACTAACGGCTCCAAGA 

TTGTGCCTTCAAAAATTTCTATCAATTCAGATACTGAGGATCTATGCCTTGTACCACCAA 

CCATAGTTTATAACATTGGTTGGGATGATCCTTTGATGAAACAGGAAAACTTTGCTCCTG 

TATTGCCCATCATTGAGTACGAGGATCTTGATGAGACCATTAACAAGATAATAGAAGAAC 

ATGACACTC CATTGGTGCAATAC AT ATTCTCTGATAGCC AAAC TGAAATAAATCGTATCT 

TGACGCGCTTAAGATCTGGTGACTGTGTTGTCGGTGATACAGTGATTCATGTAGGAATTA 

CCGACGCTCCATTTGGAGGGATCGGTACTTCAGGTTATGGTAACTATGGTGGATATTATG 

GATTCAATACCTTTAGTCATGAAAGAACAATTTTTAAACAACCATATTGGAATGATTTTA 

CCCTTTTTATGAGATACCCTCCAAATAGCGCACAAAAGGAAAAGCTCGTCCGTTTTGCGA 

TGGAAAGAAAACCTTGGTTTGACAGAAATGGCAATAACAAGTGGGGGTTACGCCAATATT 

TTTCATTATCTGCCGCCGTTATTTTAATTAGTACCATTTACGCTCATTGTTCTTCCTGA 

>YMR110C, 532 aa (SEQ ID NO 312) 

MSNDGSKILNYTPVSKIDEIVEISRNFFFEKQLKLSHENNPRKKDLEFRQLQLKKLYYAV 
KDHEEELIDAMYKDFHRNKIESVLNETTKLMNDILHLIEILPKLIKPRRVSDSSPPFMFG 
KTI VEKI SRG S VL 1 1 APFNF PLLEjAF APLAAAL AAGNTI VLKPS ELTPHTAWMENLLTT 
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AGFPDGLIQWQGAIDETTRLLDCGKFDLIFYTGSPRVGSIVAEKAAKSLTPCVLELGGK 
SPTFITENFKASNIKIALKRIFFGAFGNSGQICVSPDYLLVHKSIYPKVIKECESVLNEF 
YPSFDEQTDFTRMIHEPAYKKAVASINSTNGSKIVPSKISINSDTEDLCLVPPTIVYNIG 
WDDPLMKQENFAPVLPI IEYEDLDETINKI IEEHDTPLVQYIFSDSQTEINRILTRLRSG 
DCWGDTVIHVGITDAPFGGIGTSGYGNYGGYYGFNTFSHERTIFKQPYWNDFTLFMRYP 
PNSAQKEKLVRFAMERKPWFDRNGNNKWGLRQYFSLSAAVILISTIYAHCSS 

>YMR173W-A, 1685 bp, CDS: 501-1685 (SEQ ID NO 691) 

AAAAAACCACTCCGAAGGTTCGAGGATGACAAATCGCCCCTTAGCTGTGGCCATACAAGC 

TTGGCACCGACGAAAAAGGGAAAAAGGAAAAGAATGTCGTACAAGAACTCTTACAACCAC 

GTTGAGATTTCATTTAACAACGCCCCCCTTTCCATTATATAAGAAGGCATTAATTTTTAT 

GTAATAAAAAAAGAATTTCTCGAAAATGTCTTACAATTAATTTTTTCTTTTGTAGAGTAG 

GGCTTTAATAGACTGATATATACGGTATTATAAGTGAACGAAAAAAACAGCAATGGGTTT 

ATTTGATAAAGTGAAGCAATTTGCTAACAGCAATAATAACAACAATGATTCTGGCAATAA 

CAATCAAGGCGATTATGTTACCAAAGCTGAGAATATGATCGGCGAAGATAGAGTCAATCA 

ATTCAAAAGCAAAATCGGAGAGGACAGATTTGATAAGATGGAGTCCAAGGTTCGTCAACA 

ATTTTCTAATACCTCTATAAATGACAACGACTCCAACAACAACGACTCATATGGTTCTAA 

TAACAACGATTCATATGGTTCTAACAACAATGATTCATATGGCTCTAACAACAATGATTC 

ATATGGCTCCAACAACAATGATTCATATGGCTCTAACAACGATGATTCCTACGGTTCTTC 

CAACAAGAAGAAGAGCTCTTATGGTTCTAACAATGACGATTCGTACGGCTCCAGCAACAA 

CAATGACTCTTACGGTTCCAACAACAATGACTCTTACGGTTCCAACAACAATGACTCTTA 

CGGTTCCAACAATGACGACTCTTACGGTTCGTCAAACAAGAATAAGAGCTCTTACGGTTC 

CAACAATGACGATTCTTATGGCTCTAACAATGATGATTCATATGGTTCTTCCAACAAGAA 

GAAGAGTTCTTATGGTTCCAGCAACAACGATTCGTATGGTTCTAACAACGATGATTCATA 

TGGTTCTAACAACAATGATTCATATGGCTCTAACAACGATGATTCCTACGGTTCTTCCAA 

CAAGAAGAAGAGCTCTTATGGTTCTAACAATGACGATTCGTACGGCTCCAGCAACAACAA 

TGACTCTTACGGTTCCAACAATGACGACTCTTACGGTTCGTCAAACAAGAATAAGAGCTC 

TTACGGTTCTTCTAGCAACGATGATTCTTACGGATCTTCCAATAACGACGACTCTTACGG 

TTCTTCCAACAAGAAGAAGAGTTCTTATGGTTCCAACAATGACGATTCTTATGGCTCTAA 

CAATGATGATTCATATGGTTCTTCCAACAAGAAGAAGAGTTCTTATGGTTCCAGCAACAA 

CGATTCGTATGGTTCTAACAACGATGATTCCTACGGTTCTTCTAACAAAAAGAAGAGTTC 

TTATGGTTCCAACAACGATGATTCATACGGCTCCAGCAACAACAATGACTCTTACGGTTC 

CAACAATGACGACTCTTACGGTTCCTCTAATAGAAACAAGAACTCCTATGGGTCTTCCAA 

CTACGGTTCATCCAACAATGATGACTCTTATGGTTCATCTAATAGAGGCGGTCGTAATCA 

ATACGGTGGTGACGACGATTACTAAGTTTTTGGATGTCTTCGATAAAAAAAATATATTAT 

TGTGTTTAGACTTAAGTATGAAAATTTTATGTATGAGCTGTGGCTATGTATCCGCTGGCA 

AATAG 

>YMR173W-A, 394 aa (SEQ ID NO 692) 

MTTTPTTTTHMVLITTIHMVLTTMIHMALTTMIHMAPTTMIHMALTO 

MVLTMTI RTAPATTMTLTVPTTMTLTVPTTMTLTVPTMTTLTVRQTRIRALTVPTMTI LM 

ALTMMIHMVL PTRRRVLMVPATTI RMVLTTMIHMVLTTMIHMALTTMI PTVLPTRRRALM 

VLTMTIRTAPATTMTLTVPTMTTLTVRQTRIRALTVLI^TMILTDLPITTTLTVLPTRRR 

VLMVPTMT I LMALTMMIHMVL PTRRRVLMVPATTI RMVLTTMIPTVLLTKRRVLMVPTTM 

I HTAP ATTMTLTVPTMTTLTVPLI ETRTPMGLPTTVH PTMMTLMVHLI EAWTNTVVTTI 

TKFLDVFDKKNILLCLDLSMKILCMSCGYVSAGK 

>YNL031C, 911 bp, CDS: 501-911 (SEQ ID NO 325) 

CAACAGCCCAGGCGCGAGTGAACAACATATTAAATTAAACGCCTTCTTGTCAGTTGTTTT 
GTTCTGGTCTGGTCTGCATTTCGCGCCCGAAAAAGCTTGAGACGCGAAGCTCCCAGAACG 
TCCTGCCATACAAATGCGAAACTCTCGGTCTAGTACCACTTTCCCGGTGCCAAACGACCA 
CAGTTGTCCGTTCCGAGCACTTCGCATTAAGCGCGTGAAACTATTGGCACGCCCTAAGGG 
GCTCCTACGGATGGGAGTTGGTCATTTAGCGTTCATTATCGCCCAATGTGACGCACAATC 
ACGGCTATGGCTCGGTGTCAAAACATAGTTTGCGTGATAACAGCGTGTTGTGCTCTCTCG 
CGTTGCTTCTTGTGACCGCAGTTGTATATAAATAATCTTTTTCTTGTTCTTTTATATAGG 
ACCACTGTTTTGTGACTTCCACTTTGGCCCTTCCAACTGTTCTTCCCCTTTTACTAAAGG 
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ATCCAAGCAAACACTCCACAATGGCCAGAACTAAACAAACAGCTAGAAAATCCACTGGTG 
GTAAAGCCCCAAGAAAACAATTAGCCTCCAAGGCTGCCAGAAAATCCGCCCCATCTACCG 
GTGGTGTTAAGAAGCCTCACAGATATAAGCCAGGTACTGTTGCCTTGAGAGAAATTAGAA 
GATTCCAAAAATCTACTGAACTGTTGATCAGAAAGTTACCTTTCCAAAGATTGGTCAGAG 
AAATCGCTCAAGATTTCAAGACCGACTTGAGATTTCAATCTTCTGCTATCGGTGCTTTGC 
AAGAATCCGTCGAAGCATACTTAGTCTCTTTGTTTGAAGACACTAATCTGGCTGCTATTC 
ACGCTAAGCGTGTTACTATCCAAAAGAAGGATATCAAATTGGCCAGAAGACTAAGAGGTG 
AAAGATCATGA 

>YNL031C, 136 aa (SEQ ID NO 326) 

MARTKQTARKSTGGKAPRKQLASKAARKSAPSTGGVKKPHRYKPGTVALREIRRFQKSTE 
LLIRKLPFQRLVREIAQDFKTDLRFQSSAIGALQESVEAYLVSLFEDTNLAAIHAKRVTI 
QKKDIKLARRLRGERS 

>YNL134C, 1631 bp, CDS: 501-1631 (SEQ ID NO 331) 

AAACTCGGAAACTCTTTTTCTATTCATCTTCCCTTCTCGTACGTGCCCACGGAAGCAATA 

AAAAGAACCGAAATAACCAACACCCGTAACGTCAAAGCATTCATGCTTAGAATGGAAACC 

ATTTCGTGGAATGAAATGGCAAATTGATCACATTGATTGCTCGTTCCACTACCTGTGTCC 

GCAATTTTTTAATGGTCATCACAGCCCCTGCTGACTAAAGTTCCTCGGATCCGCTTACGG 

TTGTCGCGCGGTTCCGCCCCTGCGTACTCTTAGTACCTAGCATATGGGCTCCCTCCGTTG 

GATTGGCATCGATTAGTAAGGACAGATGTTAAGGATTTAAGACCGTTTTTAAGGTATTTC 

GGCAATGCTTCGATTTAAAAGGAGAGAGTTTTTTTTTTGCCGTTTTCTTCCTCTCACTTC 

TTGATTAGTACTGTAATTCTAGTTGAAAAAAAATCGTTAACTATACACAGCAAAAAGCAA 

TATCATACTGCATATCAAGCATGTCCGCCTCGATTCCAGAAACCATGAAAGCCGTTGTCA 

TTGAAAATGGCAAGGCTGTAGTCAAACAGGACATTCCAATTCCTGAATTAGAAGAAGGAT 

TTGTTCTAATTAAGACTGTCGCCGTTGCCGGTAACCCTACCGATTGGAAACATATTGATT 

TCAAGATTGGTCCTCAAGGTGCCCTCTTAGGCTGTGATGCAGCCGGCCAAATCGTAAAGT 

TGGGCCCAAATGTTGATGCTGCACGCTTTGCCATTGGTGATTACATTTATGGGGTTATTC 

ACGGTGCTTCAGTGAGGTTCCCCTCAAACGGTGCCTTTGCTGAGTACTCTGCCATTTCAT 

CCGAGACTGCTTATAAACCAGCCAGAGAGTTTAGATTGTGCGGTAAAGACAAGCTACCAG 

AAGGCCCCGTAAAATCTTTAGAAGGGGCAGTATCCCTCCCAGTCTCATTGACCACGGCTG 

GTATGATCCTTACACATAGTTTTGGCTTGGACATGACATGGAAGCCCTCCAAAGCGCAAA 

GAGATCAACCCATCTTATTTTGGGGTGGTGCCACTGCTGTTGGCCAGATGCTTATTCAAT 

TGGCAAAAAAACTAAACGGTTTCAGCAAGATCATCGTCGTTGCTTCTCGTAAACATGAAA 

AATTGTTGAAAGAGTACGGTGCAGATGAACTTTTTGACTACCACGATGCTGACGTTATCG 

AACAGATAAAAAAGAAGTACAACAACATTCCTTACTTGGTGGACTGTGTCTCCAACACAG 

AAACTATTCAACAGGTGTACAAATGTGCCGCTGATGACTTAGACGCTACGGTCGTTCAAT 

TGACCGTTTTAACCGAAAAAGATATCAAGGAGGAAGACAGGAGGCAAAACGTCAGTATTG 

AAGGAACCCTTCTATATTTGATAGGAGGTAACGACGTCCCATTTGGCACGTTTACTTTGC 

CAGCAGACCCTGAATACAAGGAAGCCGCCATAAAATTTATTAAGTTCATCAATCCAAAAA 

TCAATGATGGTGAAATCCACCACATCCCAGTGAAAGTTTACAAGAACGGGTTAGATGATA 

TCCCACAGTTACTTGATGATATTAAGCACGGGAGGAATTCTGGCGAAAAGTTGGTTGCCG 

TCTTGAAATAA 

>YNL134C, 376 aa (SEQ ID NO 332) 

MS AS I PETMKAWI ENGKAWKQDI PI PELEEGFVLIKTVAVAGNPTDWKHI DFKIGPQG 
ALLGCDAAGQIVKLGPNVDAARFAIGDYIYGVIHGASVRFPSNGAFAEYSAISSETAYKP 
AREFRLCGKDKXiPEGPVKSLEGAVSLPVSLTTAGMI LTH SFGLDMTWKP SKAQRDQP I LF 
WGGATAVGQMLIQLAKKLNGFSKIIWASRKHEKLLKEYGADELFDYHDADVIEQIKKKY 
NNIPYLVDCVSNTETIQQVYKCAADDLDATWQLTVLTEKDIKEEDRRQNVSIEGTLLYL 
IGGNDVPFGTFTLPADPEYKEAAIKFIKFINPKINDGEIHHIPVKVYKNGLDDIPQLLDD 
IKHGRNSGEKLVAVLK 

>YNR002C, 1349 bp, CDS: 501-1349 (SEQ ID NO 339) 

ATGGACAATTTGAAGTTCTTGACTACCCCTATCTCACACTAGTACGTAATTCAATGTATC 

ATTCGTATTGTAAGTAGATAGAGACGCAATACAGGAAAGCTGACCTTCCTTCCAATCACC 
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ACGGCTGAAATGCTTTGTTGACCAATTACGGACGCTTAAGAGCGGACGCGGCTGGAACGG 
CTCCATCCTAAATCGGCGGAGGGAGAACTCCGATACCAGCCGACATGGCAATAATAGTGA 
CAGTAGATGCTACCAGCCCCGCAATAATTTCACAGTAGATCATCAACAGTCTCCTCATTT 
CTGGAAATGATCAGCAACTTCGACGGATTTAACTCTCAAGCAGTTACGCACTCCGAGAAC 
AGCCGTGATCATCTTTGAACAAGCAAAATATATAAAGCAGGAGAACTGTCCTACCTAGAG 
CTAGAATAGCCATAACTAACTATGTAACATTCTACAGATCAATCAAAAACAATCTTCAAT 
CACAGAAAAAAATAAAAGGCATGTCTGACAGAGAACAAAGCAGCGGCAACACCGCTTTTG 
AGAACCCTAAGGCACTCGATTCTTCCGAGGGTGAGTTCATCTCTGAAAACAACGATCAGA 
GCCGCCACTCGCAAGAGTCCATATGCAAAATATATACTGCGGGCAAAAACAACGAGTATA 
TTTACATCGGCCGTCAAAAATTTTTAAGGGATGATTTGTTCGAGGCATTCGGTGGTACTC 
TGAATCCCGGTTTAGCCCCCGCGCCAGTCCATAAATTCGCAAATCCTGCTCCACTAGGAC 
TTTCCGGTTTTGCCCTCACTACGTTTGTCCTATCCATGTTCAATGCAAGAGCCCAAGGCA 
TCACTATCCCTAATGTTGTTGTTGGGTGTGCCATGTTTTACGGTGGCCTCGTTCAACTCA 
TTGCTGGTATTTGGGAAATCGCTTTAGAGAACACTTTCGGTGGTACAGCCCTGTGTTCCT 
TCGGCGGTTTTTGGTTAAGCTTCGGTGCTATATACATCCCTTGGTTTGGAATTCTAGATG 
CCTATAAGGACAAGGAATCCGACCTTGGAAATGCGCTAGGGTTTTACCTCCTAGGATGGG 
CACTCTTCACCTTCGGTCTTTCCGTCTG^ACCATGAAATCAACTATAATGTTTTTTGCCT 
TATTCTTCCTCTTAGCAGTGACCTTCTTACTTCTATCCATTGCAAACTTCACAGGCGAAG 
TTGGCGTCACTAGAGCTGGTGGGGTCCTTGGTGTGATAGTAGCCTTCATTGCCTGGTACA 
ACGCTTACGCAGGTATTGCCACAAGACAAAACTCGTACATTATGGTCCATCCATTCGCAT 
TACCTAGCAATGATAAGGTGTTCTTCTAA 

>YNR002C, 282 aa (SEQ ID NO 340) 

MSDREQSSGOTAFENPKALDSSEGEFISENNDQSRHSQESICKIYTAGKNNEYIYIGRQK 
FLRDDLFEAFGGTLNPGLAPAPVHKFANPAPLGLSGFALTTFVLSMFNARAQGITIPNVV 
VGCAMFYGGLVQLIAGIWEIALENTFGGTALCSFGGFWLSFGAIYIPWFGILDAYKDKES 
DLGNALGFYLLGWALFTFGLSVCTMKSTIMFFALFFLLAVTFLLLSIANFTGEVGVTRAG 
GVIiGVIVAFIAWYNAYAGIATRQNSYIMVHPFALPSNDKVFF 

>YOL139C, 1142 bp, CDS: 501-1142 (SEQ ID NO 347) 

ACAAGTTTGGATACTGGTATTGTGACTCTTGTAAGAAGAAGAATACATCTTGTGTTCTAT 

GTGAAAGACCATTAAAGAAACTGACCATGGTCATCCTCCCCTGTGGACACGAAGGTCACT 

TCCAGTGCATACAAGAATGGTTTCTCGATGAGAATGAACAAGAATGTCCCGGCGGTTGCC 

CCGGTGTTGCATTCATCTAGGTTCTCCACATAATGTATAGTTTAACATATCATCACCATT 

GTTTAGTTAAATCGTTTAGAGTAATATTACCCGTCAAAAAGGTCGGGTAAAATTTTATTA 

CCCTCTCCGAAAAGAAAATTTTTTTCGTCGTCAATAGAGTTTAATGCAATACCTGATAAA 

GAGAGTTTTACATTGCAAGAGGTAGTGTTAATTCTGGATTTATATTGTACATATGTGTTT 

GTGTTAGTGCTTGAGTACTTCCTAGGAGTTTTACGAAAAATAAAAGCATTTTTGTCTGAA 

AACTAGTGAAAGGAAGAAAAATGTCCGTTGAAGAAGTTAGCAAGAAGTTTGAAGAAAACG 

TTTCAGTCGATGATACCACAGCTACTCCAAAGACTGTTTTAAGTGACAGTGCTCACTTCG 

ATGTCAAGCACCCATTGAACACCAAATGGACTTTATGGTACACAAAGCCAGCCGTCGATA 

AATCTGAGTCGTGGTCTGATCTATTACGTCCCGTCACTTCATTCCAAACTGTTGAAGAAT 

TTTGGGCTATCATTCAAAATATTCCTGAGCCACACGAACTACCATTGAAATCAGATTACC 

ACGTCTTCCGTAATGACGTTAGACCTGAATGGGAAGATGAAGCCAATGCTAAAGGTGGTA 

AATGGTCTTTCCAACTTAGAGGAAAAGGTGCTGATATTGATGAATTATGGCTAAGAACTT 

TACTAGCAGTTATTGGTGAAACAATTGATGAAGACGACTCCCAAATTAACGGTGTCGTTT 

TAAGCATTAGAAAAGGTGGTAACAAGTTTGCCTTATGGACTAAATCTGAAGACAAAGAAC 

CACTATTGAGAATTGGTGGTAAATTCAAGCAAGTTTTAAAATTAACCGATGACGGGCATT 

TGGAATTCTTTCCACATTCCAGTGCCAATGGTAGACACCCTCAACCATCAATCACCTTGT 

AA 

>YOL139C, 213 aa (SEQ ID NO 348) 

MSVEEVSKKFEENVSVDDTTATPKTVLSDSAHFDVKHPLNTKWTLWYTKPAVDKSESWSD 
LLRPVTSFQTVEEFWAIIQNIPEPHELPLKSDYHVFRNDVRPEWEDEANAKGGKWSFQLR 
GKGADIDELWLRTLLAVIGETIDEDDSQINGWLSIRKGGNKFALWTKSEDKEPLLRIGG 
KFKQVLKLTDDGHLEFFPHSSANGRHPQPSITL 
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>YOR120W, 1439 bp, CDS : 501-1439 (SEQ ID NO 353) 

TGTCTTACATATTGCAATGGATATGCTTGGGTGATCATACTTCCTGGCTTTAGATATTTG 

AAACTTAACTCTTGTCAACAAACTTCCTATGGAGTGTATAAGAATTGTAAGTTATAACAC 

CGGCGAACAATCGGGGCAGACTATTCCGGGGAAGAACAAGGAAGGGCGGTCTTTTCTCCC 

TCATTGTCATAGCAAGGTCATTTCGCCTTCTCAGAAAGGGGTAGAATCAATCTAGCACGC 

AGATTGCAAACACGGCTTAATAATATGCCTATCAGGCATTCACCCGTGTGACGAATCGCA 

CACCGCTGCTCTCCTTAATTCCCTAGAGTAGAAACCGAGCTTTCAGGAAAAGACTACGGC 

AGTAAAGAATTGCTTTACTGGGCGTATAAAACCGGGAGAATCAAGACATTCTAATGACTT 

GATTCAGGATGAGAGCTTAATAGGTGCATCTTAGCAAGCTAAAATTTGGACAGCTCTCAT 

TACTAAATTAAGATAGAAAAATGCCTGCTACTTTACATGATTCTACGAAAATCCTTTCTC 

TAAATACTGGAGCCCAAATCCCTCAAATAGGTTTAGGTACGTGGCAGTCGAAAGAGAACG 

ATGCTTATAAGGCTGTTTTAACCGCTTTGAAAGATGGCTACCGACACATTGATACTGCTG 

CTATTTACCGTAATGAAGACCAAGTCGGTCAAGCCATCAAGGATTCAGGTGTTCCTCGGG 

AAGAAATCTTTGTTACTACAAAGTTATGGTGTACACAACACCACGAACCTGAAGTAGCGC 

TGGATCAATCACTAAAGAGGTTAGGATTGGACTACGTAGACTTATATTTGATGCATTGGC 

CTGCCAGATTAGATCCAGCCTACATCAAAAATGAAGACATCTTGAGTGTGCCAACAAAGA 

AGGATGGTTCTCGTGCAGTGGATATCACCAATTGGAATTTCATCAAAACCTGGGAATTAA 

TGCAGGAACTACCAAAGACTGGTAAAACTAAGGCCGTTGGAGTCTCCAACTTTTCTATAA 

ATAACCTGAAAGATCTATTAGCATCTCAAGGTAATAAGCTTACGCCAGCTGCTAACCAAG 

TCGAAATACATCCATTACTACCTCAAGACGAATTGATTAATTTTTGTAAAAGTAAAGGCA 

TTGTGGTTGAAGCTTATTCTCCGTTAGGTAGTACCGATGCTCCACTATTGAAGGAACCGG 

TTATCCTTGAAATTGCGAAGAAAAATAACGTTCAACCCGGACACGTTGTTATTAGCTGGC 

ACGTCCAAAGAGGTTATGTTGTCTTGCCAAAATCTGTGAATCCCGATCGAATCAAAACGA 

ACAGGAAAATATTTACTTTGTCTACTGAGGACTTTGAAGCTATCAATAACATATCGAAGG 

AAAAGGGCGAAAAAAGGGTTGTACATCCAAATTGGTCTCCTTTCGAAGTATTCAAGTAA 

>YOR120W, 312 aa (SEQ ID NO 354) 

MPATLHDSTKILSLNTGAQIPQIGLGTWQSKENDAYKAVLTALKDGYRHIDTAAIYRNED 

QVGQAIKDSGVPREEIFVTTKLWCTQHHEPEVALDQSLKRLGLDYVDLYLMHWPARLDPA 

YIKNEDILSVPTKKDGSRAVDITNWNFIKTlffiLMQELPKTGKTKAVG 

ASQGNKLTPAANQVEIHPLLPQDELINFCKSKGIWEAYSPLGSTDAPLLKEPVILEIAK 

KNNVQPGHWISWHVQRGYVVLPKSVNPDRIKTNRKIFTLSTEDFEAINNISKEKGEKRV 

VHPNWSPFEVFK 

>Y0R122C, 1090 bp, exonl : 501-513, intronl : 514-722, exon2 : 
723-1090 (SEQ ID NO 357) 

AGGAAGAGGAGGCTGCGTTTGACGACGAAGAGGATGATAATGAGGAAGAAGAAGAAGAAG 
AGGACGCGGATGAAGAGAACGCCTCTCGTCTAAGAAATTTAAAAAGAGAAGGAGCAGCAA 
TGTACAGAGAAGAGGAAGAAGAAGAAAAAGATAGGAGCGAGACAAAAAGAAGAAGGGTTG 
CGGTCATCGAGGACGACGAAGACGAGGATTAGAGGAGACGTTACTTTGTTTATATATATT 
AGTATGTACAATCGCAAAGAAATGGAGTGATGACATGTTGTAGTATTTAGTATGAGGTTA 
CTGTGTGGGAGGTTTTACCATGATTTTTGGCGAGAACACGCCATGAAATGTCTTTGTACG 
AAACTCATTACCCGCATTAATATTTTTTTTCTTTTTAAAGCTCAGTTGACCCTTTCTCAT 
TCCCTTCTTAAAACAACTGTGTGATCCTTGAGAAAAGATAAATTACATACACAACATAAA 
CCCAACTACGATCGCAAATTATGTCTTGGCAAGGTATGTGAACGAGACAATTATCAATTG 
ATTAAGAAAGAAATGAGTCGGAGGTTAGCTTGTGTGACAATGTTTGGCAATGCCCGATTT 
TTGTTGATGCGCGTAATTTCGAAGATTAACCACTCAGAGTAAATTACTAACTGGAATATC 
AAAAAACATATGAAATTTCAAACATGAATTTCTTTCCGTTTTTTTCTCCTACTTTTAAAC 
AGCATACACTGATAACTTAATAGGAACCGGTAAAGTCGACAAAGCTGTCATCTACTCGAG 
AGCAGGTGACGCTGTTTGGGCTACTTCTGGTGGCCTATCTTTGCAACCAAACGAAATTGG 
TGAAATTGTTCAAGGCTTCGACAATCCAGCTGGTTTGCAAAGCAATGGTTTGCATATTCA 
AGGCCAAAAGTTCATGTTGTTGAGAGCTGACGATAGAAGTATCTACGGTAGACATGATGC 
TGAGGGTGTTGTTTGTGTAAGAACTAAGCAAACCGTTATTATTGCTCATTATCCACCAAC 
CGTACAAGCCGGTGAGGCCACCAAGATTGTCGAGCAATTGGCTGACTACTTGATTGGTGT 
TCAATACTAA 
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>YOR122C, 126 aa (SEQ ID NO 358) 

MSWQAYTDNLIGTGKVDKAVIYSRAGDAVWATSGGLSLQPNEIGEIVQGFDNPAGLQSNG 
LHIQGQKFMLLRADDRSIYGRHDAEGWCVRTKQTVIIAHYPPTVQAGEATKIVEQLADY 
LIGVQY 

>YOR261C, 1517 bp, CDS: 501-1517 (SEQ ID NO 361) 

GTAAGGTAAGGCATCATTAGCAGGATCCATATTCACTACCTGGGAATGTCTTCCGATGGC 

ATTGAAGAACTGTGAGCAGCCGTTGCAATAGGTTGACTTCCCTGAACCTGGTGGACCAAT 

AACAATCTGAGCGAAGGGCATTATTGTACTCTCTAGTAGAAAATCAAAACTATTGACACA 

ACAACAATCAAATGAAAACAAACCATTCTATTACGGTAAGTAGTGAAGACTCACAATGCA 

ATCTTTCAATGAGCATCACTTACTTTAAGTAGCAATATTCCTAATCACTTATTACGAAAT 

TTGATTTTACTAAAGTTCGGGGATACCTCAGTGGCAAATCGTTACTCAAGTTGCACGTAA 

CGTAGAATCTACAATGAAATAATTGTGAAGCCAACAGCTAAGCAATCTATAGTGTAACGT 

TGGCTTTCTGTACAACTGCTACTGATTGAGGGCATTTTTCGAATTTAAAAAAGAAAGAAA 

GAAAGGAAAATCAAATTACAATGTCTCTACAACACGAGAAAGTTACCATTGCACCACTAG 

TTTTGCTATCTGCTTTGGATCATTATGAGCGTACGCAGACAAAAGAAAACAAAAGATGCG 

TTGGTGTCATCTTAGGTGATGCTAACAGTTCCACTATCAGAGTCACTAATTCCTTTGCCT 

TACCGTTTGAAGAAGATGAGAAAAACTCTGACGTGTGGTTTTTAGACCATAATTATATTG 

AAAACATGAATGAAATGTGTAAAAAGATTAATGCCAAGGAAAAACTCATTGGATGGTATC 

ATAGTGGTCCTAAATTAAGGGCTTCTGACCTCAAGATTAATGAGCTGTTTAAAAAATATA 

CTCAGAATAATCCGCTATTATTAATTGTTGATGTCAAACAACAAGGTGTTGGTTTACCAA 

CAGATGCATATGTCGCGATTGAGCAAGTTAAGGATGATGGTACGTCTACAGAAAAGACGT 

TTCTTCATTTGCCTTGTACTATTGAGGCCGAAGAAGCTGAAGAAATTGGTGTAGAACACT 

TATTGAGAGACGTACGTGATCAAGCAGCAGGTGGCTTATCTATCCGGTTGACCAACCAAT 

TAAAATCTTTGAAAGGATTACAAAGCAAACTAAAAGACGTTGTCGAGTACTTAGACAAAG 

TCATTAATAAGGAATTACCGATAAACCACACTATATTGGGCAAGCTACAAGATGTTTTCA 

ACCTTTTACCAAATCTGGGAACACCTGATGATGACGAAATAGATGTGGAGAATCATGACA 

GAATTAATATTTCAAATAACTTACAAAAGGCTTTAACTGTGAAAACTAATGATGAATTAA 

TGGTTATATATATAAGCAATTTGGTTAGGTCAATTATCGCGTTTGATGATTTGATTGAAA 

ACAAAATTCAAAATAAAAAAATTCAAGAACAAAGAGTAAAGGACAAACAATCAAAAGTCT 

CTGATGACAGTGAGAGTGAGAGTGGTGACAAAGAAGCAACTGCGCCATTGATCCAACGAA 

AGAACAAGAAAAATTAA 

>YOR261C, 338 aa (SEQ ID NO 362) 

MSLQHEKVTIAPLVLLSALDHYERTQTKENKRCVGVILGDANSSTIRVTNSFALPFEEDE 
KNSDWFLDHNYIENMNEMCKKINAKEKLIGWYHSGPKLRASDLKINELFKKYTQNNPLL 
LI VDVKQQGVGLPTDAYVAI EQVKDDGTSTEKTFLHLPCTI EAEEAEEIGVEHLLRDVRD 
QAAGGLSIRLTNQLKSLKGLQSKLKDWEYLDKVINKELPINHTILGKLQDVFNLLPNLG 
T PDDDE I D VENHDRIN I SNN LQKALT VKTNDELMVI Y I SNL VRS 1 1 AFDDL I ENK I QNKK 
IQEQRVKDKQSKVSDDSESESGDKEATAPLIQRKNKKN 

>YPL271W, 689 bp, CDS: 501-689 (SEQ ID NO 391) 

CAGCAGCGACAAGTCAGAGTGCTTACAAAAAAAAAAGAGTTGATCCGGCTAAAGAAAGTC 
TGATTTACGTATTTATCCAGGTTCAAACGGATTGCCAAAAATAGTCGATAACCTCGGAGT 
AAGCAAAGCAACAATATATTTGTTCTTCGAAAAGGTAAACTTCTTAACTTCTATAGAAGC 
ATTGTACTAGTTCTCTCGAAGAAAAAAACTAAGAAAGCTATAGCTGTATCTTACCAAGCC 
ATGAACTTGAGGAATTGGTAATCCTTATTAGGAAATACGCTAAACTAGGTAATAGCAGAT 
GATTTACTAGCTTACTATCTCACACTAAGTCTGGCAACGCGCTTATTTTTTAATACTTTT 
ATACGAACCAATGAAATTTGATCCTCCCCTTTTTCGTCTAGTTAAATGAAGAGATACAAG 
TAGGCCTTTCTATTGAGTACTTAGCAAGATATGTATTTCTAAGAAACATCAACAGTTTCA 
GCCCACAACCGATTCATAAAATGTCTGCCTGGAGGAAAGCTGGTATATCATATGCTGCAT 
ATTTGAATGTGGCCGCTCAGGCTATCCGTTCTTCATTGAAAACTGAATTACAAACCGCTA 
GTGTTCTTAACAGATCGCAAACAGATGCTTTTTATACCCAATATAAAAATGGCACTGCAG 
CTTCTGAACCCACTCCAATAACAAAATAG 
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>YPL271W, 62 aa (SEQ ID NO 392) 

MSAWRKAGISYAAYLNVAAQAIRSSLKTELQTASVLNRSQTDAFYTQYKNGTAASEPTPI 
TK 

>YPR035W, 1613 bp, CDS: 501-1613 (SEQ ID NO 395) 

TAGTGCCATTTGTGGTCATTATTATTCCCCAAATATGCGAAAATAGTACACTATTTTTGG 

CAGGAGAGTAGGCTGATATGCCGCATTGATGTCCTGTGTAGCGAAACACAAACAAAAAAA 

GAAAAAGTAGGATGAAAAAAAGAAAAGTAATATGAAAAAAGAGTGAAAAATTAATTCATT 

TGTTAGTGTAAGCGGTCAGGTGTAAGTAGTAGGCTTGATAATGAATTAAAGATGACTCCG 

ACGCATATTGTTTGCCATGTTTTTATTTTAGTTTGTAGATTTCTTTTTTTGTAATATATA 

AGGGAGTGATTCTATATATCGAATTCTCAGGCTTGGTTGGTTCGTAGGTTGTTCTGTCTT 

TGTTTTCGTTAGGTAAGAACATCACACAAAGATAACTATAGAATCACATACATATTTGTG 

AGAAATTAACTTCATTTCATTTATAGAAGAAGTTCAACCGAAACAAAAATTAAACATAAT 

ATAATATAATATAATCAAAAATGGCTGAAGCAAGCATCGAAAAGACTCAAATTTTACAAA 

AATATCTAGAACTGGACCAAAGAGGTAGAATAATTGCCGAATACGTTTGGATCGATGGTA 

CTGGTAACTTACGTTCCAAAGGTAGAACTTTGAAGAAGAGAATCACATCCATTGACCAAT 

TGCCAGAATGGAACTTCGACGGTTCTTCTACCAACCAAGCGCCAGGCCACGACTCTGACA 

TCTATTTGAAACCCGTTGCTTACTACCCAGATCCCTTCAGGAGAGGTGACAACATTGTTG 

TCTTGGCCGCATGTTACAACAATGACGGTACTCCAAACAAGTTCAACCACAGACACGAAG 

CTGCCAAGCTATTTGCTGCTCATAAGGATGAAGAAATCTGGTTTGGTCTAGAACAAGAAT 

ACACTCTATTTGACATGTATGACGATGTTTACGGATGGCCAAAGGGTGGGTACCCAGCTC 

CACAAGGTCCTTACTACTGTGGTGTTGGTGCCGGTAAGGTTTATGCCAGAGACATGATCG 

AAGCTCACTACAGAGCTTGTTTGTATGCCGGATTAGAAATTTCTGGTATTAACGCTGAAG 

TCATGCCATCTCAATGGGAATTCCAAGTCGGTCCATGTACCGGTATTGACATGGGTGACC 

AATTATGGATGGCCAGATACTTTTTGCACAGAGTGGCAGAAGAGTTTGGTATCAAGATCT 

CATTCCATCCAAAGCCATTGAAGGGTGACTGGAACGGTGCCGGTTGTCACGCTAACGTTT 

CCACCAAGGAAATGAGACAACCAGGTGGTACGAAATACATCGAACAAGCCATCGAGAAGT 

TATCCAAGAGACACGCTGAACACATTAAGTTGTACGGTAGCGATAACGACATGAGATTAA 

CTGGTAGACATGAAACCGCTTCCATGACTGCCTTTTCTTCTGGTGTCGCCAACAGAGGTA 

GCTCAATTAGAATCCCAAGATCCGTCGCCAAGGAAGGTTACGGTTACTTTGAAGACCGTA 

GACCAGCTTCCAACATCGACCCATACTTGGTTACAGGTATCATGTGTGAAACTGTTTGCG 

GTGCTATTGACAATGCTGACATGACGAAGGAATTTGAAAGAGAATCTTCATAA 



>YPR035W, 370 aa (SEQ ID NO 396) 

MAEASI EKTQI LQKYLELDQRGRI I AEYVWIDGTGNLRSKGRTLKKRITS IDQLPEWNFD 
GSSTNQAPGHDSDIYLKPVAYYPDPFRRGDNIWLAACYJ1NDGTPNKFNHRHEAAKLFAA 
HKD E E I WFGLEQ EYTLFDMYDDVYGWPKGG Y PAPQG PYYCGVGAGKVY ARDMI EAHYRAC 
LYAGLEISGINAEVMPSQWEFQVGPCTGIDMGDQLWMARYFLHRVAEEFGIKISFHPKPL 
KGDWNGAGCHANVSTKEMRQPGGTKYIEQAIEKLSKRHAEHIKLYGSDNDMRLTGRHETA 
SMTAFSSGVANRGSSIRIPRSVAKEGYGYFEDRRPASNIDPYLVTGIMCETVCGAIDNAD 
MTKE FERES S 

YBR133C, 2984 bp, CDS: 501-2984 (SEQ ID NO 53) 

AACTTACGACAGAGTTGTAATGAATGCTACTGATGTCTGCTCTACTGCCA 

TCCGCTGTCCTTTCATGCATAAAAGCTCCATTCTTTATTTATCTCATACC 

ACGAGAAAAAAAAATCACCTGACATATTTTTATAACCCGCCTTTTAGACC 

CTAAAACAGATCTCAGGGCTCGAGTACTGTTTTATCTGAAAATTCTTCGA 

GCCCTCGTTTTGCACTGAGCTAAACCAAAAGAAAAATAAACAATCACAAA 

TGGAACCCGAAACAGCACGCTGCGCAGTGTTTTTATATTTTTTTGAAACA 

AATGGCTTTATACAATGTGTATGTGTGATAGAAAAAATGGTATATTTCGA 

GTGACTTGTGATCCTATTCCCAAGCCCTATAGGAGCTATTTCAAATTGCG 

TGTGTGAAAGCGTGTGTGTGTGTGTGTGTGTGGAATTGTGCGGACGTTCC 

TCTTCTTTTATACATATAATTTTTATATATACAAAGGGTTCAGTTTGCAT 

ATGCATAGCAACGTATTTGTTGGTGTCAAACCAGGCTTTAATCATAAACA 

GCACAGCAAAAAGTCACGTTTCCTAGAAAATGTCTCTAGTCATTCACCAG 
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AACTGCCTAGTAACTATGATTACGTTTTGCTTCCTATAACAACGCCAAGA 
TATAAGGAAATAGTTGGGCAAGTTTTCAAAGATTTCCAAAGACAATCCAT 
ACAGAACTGGAAACCGCTTCAAATTCCTGAACCGCAGTTGCAGGATATCT 
GTATACCCCCGTTCAACGTCAAGAAGCTAGACAATGACGATACGCCGTCT 
TACATAGGGCTGTTATCCTCTTGGCTGGAGCTGGAGAGTCGCGATCCAAA 
TGTAAGAGATCTTGGCTTAAAGGTCCTTCTAAACGAATGTAAGTACGCGA 
GGTTTGTTGGAATCAATAAGCTAATATTGGCGCCTCCACGGGACCTGTCC 
AACCTGCAATTGTATGGACAGATGATTTACAGGCTCCTGCAAAATCGCAT 
CGTCTTTGCTGCGCCTGCGTTAACCATATCCATTTCTCTGCCACTTTACG 
AAGACAGCGATCCATTGGCCACTTGGGAACTGTGGAATACCGTGCGGAAA 
CAATGCGAATATCATCCCTCTTTGACTATCTCTTTGGCTTTGCCAAGAAC 
CAGGACTCCTTCGTATGTGCTGAATAGATGGTTAGCCGAACCCGTCTCGT 
GTCTTTTGGTATCTTCATCCATCTTTGCCAGTAATCAGTACGATTATCCC 
GTTTTACACAAGTTTAACCAGAATTTGATTTTAAAGTTCCAAAAGGTTAA 
TGGAGATTCACAAATTTTGGGTAATGAATTATGCGTGATATTGCATGGGA 
TGGAGAAATATGCCAATAATGTTAAGGGCGGAGAATCTGCCTATTTGGAA 
TATATAAACTACTTATTGAAAAAGGGCGACAAAGTATTAAATTCCAATAG 
TAATCACCAATTTTTGCTCCAAGAGGACTCTCGGATAATGCCGCCTCTGA 
AACCTCATTCAGATAATTTATTAAATTCCACATATTTGACTTTTGAAAAA 
GATTTGGTGAAGTACGATCTTTACGAATCTGCCATATTAGAGGCGCTTCA 
AGATCTTGCTCCTCGAGCGAGTGCCAAGAGACCGTTGGTGATCCTAGTAG 
CCGGTGCGGGAAGAGGACCTTTAGTGGATCGAACTTTTAAGATAATATCA 
ATGTTGTTTATGGATAGTAAGGTTTCTATAATTGCCATTGAAAAAAATCC 
ACAGGCATATCTGTACTTGCAAAAAAGAAATTTCGACTGTTGGGATAATA 
GAGTGAAATTAATCAAGGAGGATATGACCAAATGGCAAATCAACGAGCCG 
TCGGAAAAGCGTATTCAGATAGATCTGTGCATAAGTGAACTGCTGGGTTC 
GTTCGGTTGCAATGAATTATCACCAGAATGTCTCTGGTCTATTGAAAAAT 
ATCATTCCCACAATGACACAATTTTCATACCGAGGTCATACTCTTCATAC 
ATAGCACCCATTTCGTCACCATTATTCTACCAAAAACTCTCACAAACAAA 
TCGCTCTTTGGAGGCGCCCTGGATAGTCCATAGAGTGCCATACTGTATAT 
TATCCTCAAGGGTAAATGAAGTGTGGCGGTTCGAGCATCCCATGGCCCAA 
AAAGATACTGTCCAAGACGAAGATGATTTTACAGTTGAATTTTCTCAAAG 
TTCATTAAATGAGTTCAAGATAAAGCACCGCGGCGAAATCCATGGCTTTA 
TCGGATTCTTCTCGGCAAACTTATATAACAATATATTCTTGTCAACTTTG 
CCCAATGACAGCACAGTCCGTTTAAAATTTAGCGAAGAAACGTTGATGAA 
TACCAGACGAGAAGAAAATCTAATCAAGAAATGTGACCATACACCAAATA 
TGACCTCGTGGTCTCCAATTATCTTTCCTTTGAAGCAACCAATATCCTTT 
ATAGATGACTCCGAACTTTCTGTGCTGATGTCTCGGATACACTCCGATAC 
AGAACAAAAAGTTTGGTATGAATGGTCTTTGGAGAGTTTCATATACCTTA 
TGTTGTCAAATTACACTTCGGCGGTAACTGCTGCAAGCATGACTATTCCG 
AGGTCTATAGTTACAGATGACACTAAAACTTTAGCCCATAATCGACATTA 
TTCAGCGACTACCAATCAAAAGCTAGATAATCAAATTGATCTTGACCAAG 
ACATTGAAAACGAAGAAGAACAGGGATTCCTATCCAATCTAGAAACTGGT 
TGGCAAAGCGTACAAGATATTCACGGACTCAGCGAAACCGCCAAACCGGA 
CCATTTAGATTCTATCAATAAGCCTATGTTTGATCTCAAATCTACTAAAG 
CGCTTGAACCCTCTAACGAATTGCCAAGGCACGAAGACCTCGAGGAAGAT 
GTTCCAGAAGTTCATGTCAGAGTCAAGACTAGTGTTTCCACGCTACATAA 
TGTCTGTGGCAGAGCCTTTTCCCTGCCTCTGTGA 

YBR133C , 827 aa (SEQ ID NO 54) 

MHSNVFVGVKPGFNHKQHSKKSRFLENVSSHSPELPSNYDYVLLPITTPR 
YKEI VGQVFKDFQRQSIQNWKPLQI PEPQLQDICI PPFNVKKLDNDDTPS 
YIGLLSSWLELESRDPNVRDLGLKVLLNECKYARFVGINKLILAPPRDLS 
NLQLYGQMIYRLLQNRIVFAAPALTISISLPLYEDSDPLATWELWNTVRK 
Q C E YH P SLT I S L AL P RT RTP S YVLN RWL AE P VS C L L VS SSI F ASNQ YD Y P 
VLHKFNQNLILKFQKVNGDSQILGNELCVILHGMEKYANNVKGGESAYLE 
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YINYLLKKGDKVLNSNSNHQFLLQEDSRIMPPLKPHSDNLLNSTYLTFEK 
DLVKYDLYESAILEALQDLAPRASAKRPLVILVAGAGRGPLVDRTFKI I S 
MLFMDSKVS 1 1 AI EKNPQAYLYLQKRNFDCWDNRVKLI KEDMTKWQINEP 
SEKRIQIDLCISELLGSFGCNELSPECLWSIEKYHSHNDTIFIPRSYSSY 
IAPISSPLFYQKLSQTNRSLEAPWIVHRVPYCILSSRVNEVWRFEHPMAQ 
KDTVQDEDDFTVEFSQSSLNEFKIKHRGEIHGFIGFFSANLYNNIFLSTL 
PNDSTVRLKFSEETLMNTRREENL IKKCDHT PNMTSWS PI I FPLKQ P I S F 
IDDSELSVLMSRIHSDTEQKVWYEWSLESFIYLMLSNYTSAVTAASMTIP 
RSIVTDDTKTLAHNRHYSATTNQKLDNQIDLDQDIENEEEQGFLSNLETG 
WQSVQDIHGLSETAKPDHLDSINKPMFDLKSTKALEPSNELPRHEDLEED 
VPEVHVRVKTSVSTLHNVCGRAFSLPL 

YBL085W, 3443 bp, CDS: 501-3443 (SEQ ID NO 31) 

AAAGGGAAGTATGGCATGCCTAGAAATCTTTTCTGGAAAACTTGAAGCAT 

ATCATATAATTGTATGAACTTGTCCTTCAAAAGATGTTACCAAATATTCA 

AGAGTATGTGAGCTTTCTATTCTATTGACGCGTAAGAAAGGCTATCACGT 

GTGGGGGGGAGAGCTCAGCCACATTGCACTACTTTCGAAACCGCGTAGTC 

GGAAACGACATTCCCCCGTACCAAAACAAACGAAAGGACGTGAAAGGTAA 

ATGAATAACATGGCACTAAAAATTTGGCAGAAAACGAAAAA^JVAAAGGAA 

AAAGAAACTGAAAACTATACGCTTCCCTTAGGATACTTTCTGATTTACAT 

CCGAAGAATTGGGTGCGTCAATTAAAGGCAATTCTTCGCTCTATCAAGCA 

GTTTTACTGCGTCTGTCTAAAGAAACAATTGTTTTACTGAATTTCAACAA 

AGTTCTAACTCGAGGTGACCGGAGGCCACTGTAATAATAAAAAATAGAAG 

ATGAGTCTCGAAGGAAATACCCTAGGCAAAGGGGCCAAATCTTTTCCTCT 

GTATATTGCGGTAAATCAGTACTCTAAACGAATGGAGGACGAGCTCAATA 

TGAAACCAGGTGATAAAATTAAAGTCATTACTGATGATGGGGAGTACAAT 

GACGGCTGGTATTATGGGCGCAATTTGAGAACCAAAGAGGAAGGTTTATA 

CCCAGCGGTATTTACCAAAAGAATAGCAATAGAAAAACCAGAGAACCTGC 

ACAAATCACCAACCCAAGAGAGTGGAAATTCTGGTGTTAAATATGGAAAT 

TTAAATGATTCTGCGAGTAACATAGGTAAAGTCTCCTCGCATCAACAGGA 

GAACAGATATACATCATTGAAAAGTACAATGAGCGATATAGACAAAGCCT 

TGGAAGAGCTAAGAAGTGGTTCAGTTGAACAAGAGGTATCAAAATCGCCC 

ACACGCGTGCCCGAAGTTAGCACTCCACAGTTGCAAGATGAACAGACTTT 

GATTCAAGAAAAAACCAGAAATGAGGAAAACACGACACATGACTCGTTAT 

TTTCTAGCACAGCGGATTTAAACTTAAGTTCTGAATCTTTGAAGAATATA 

AGTAAGTCAAATATATCAACAAAATCCCTAGAACCGAGTTCGGAATCAGT 

TCGTCAATTAGATTTGAAAATGGCTAAAAGTTGGAGCCCAGAAGAGGTTA 

CTGATTACTTTAGCTTGGTTGGATTTGATCAATCCACTTGCAATAAATTC 

AAAGAGCATCAAGTCTCCGGAAAAATACTACTGGAATTAGAACTGGAACA 

CCTAAAAGAATTGGAAATAAATTCTTTTGGTATAAGATTTCAGATATTCA 

AAGAAATAAGGAACATCAAGTCTGCAATTGATTCGTCGTCAAATAAACTG 

GACGCCGACTACTCTACCTTTGCTTTTGAAAACCAAGCTGCCCAACTAAT 

GCCTGCAGCCACTGTAAATAGAGACGAAATCCAACAACAAATTTCCTCCA 

AGTGTAACAAGTTGTCAAGTGAAAGCTCTGATAGAAAATCATCTTCGGTC 

ACCACAGAATTGCAAAGACCAAGCTCGGTTGTTGTTAATCCCAATTTTAA 

ACTTCACGACCCAGCTGAGCAGATCCTAGATATGACAGAAGTTCCTAATT 

TGTTTGCTGATAAAGATATTTTCGAATCACCGGGAAGGGCTCCAAAACCA 

CCATCATATCCAAGTCCAGTTCAACCTCCACAATCGCCCTCTTTTAATAA 

CAGGTACACAAATAATAACGCAAGGTTTCCTCCTCAAACAACATATCCAC 

CTAAAAACAAGAACCCAACCGTTTATTCAAATGGGCTAATTCCAAATTCT 

TCGACATCTTCCGATAATTCAACGGGCAAGTTCAAATTCCCTGCCATGAA 

TGGTCATGACTCGAACTCTAGGAAAACAACACTGACATCTGCTACTATAC 

CTTCTATTAACACGGTTAACACAGATGAATCTCTACCCGCAATTTCAAAT 

ATATCTTCAAATGCTACATCTCATCATCCGAACAGAAATTCCGTTGTTTA 

CAATAACCATAAGAGGACGGAATCCGGAAGCTCATTTGTTGATTTGTTCA 

ACAGGATTTCAATGCTATCGCCAGTCAAGTCAAGTTTCGACGAAGAAGAA 
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ACGAAACAACCTTCAAAAGCTAGCAGAGCAGTTTTTGACTCAGCACGCAG 
AAAGTCGTCTTACGGACATTCAAGAGATGCCTCACTTTCTGAAATGAAAA 
AGCATAGGAGAAACTCTTCTATATTATCTTTTTTTTCTTCAAAAAGTCAG 
TCTAATCCAACGTCACCAACCAAACAAACTTTCACTATCGATCCCGCAAA 
G ATGACTTC CC ATTCTC GTTCTCAGTCGAATTCCTATTCGCATGC AAGAT 
CACAATCTTACTCCCATAGTAGAAAACACTCGTTAGTTACCAGCCCCTTG 
AAAACTTCTTTAAGCCCTATAAATTCCAAATCCAATATTGCTTTAGCGCA 
TAGCGAAACTCCTACTAGTAGTAATAATAAGGAGGCAGTATCACAACCAA 
GTGAAGGGAAGCACAAGCACAAGCACAAGCACAAGAGCAAGCACAAACAC 
AAGAACAGTAGCTCCAAAGATGGCTCTTCCGAAGAAAAAAGCAAAAAGAA 
ATTATTTAGTAGCACCAAAGAATCATTTGTAGGAAGCAAGGAATTCAAAA 
GATCTCCCAGTGAACTTACCCAAAAATCTACCAAATCGATACTTCCCAGG 
TCGAATGCTAAAAAGCAACAAACATCTGCTTTTACCGAAGGTATACGCTC 
TATCACAGCAAAGGAATCTATGCAAACTGCGGACTGTTCAGGCTGGATGA 
GCAAAAAAGGTACCGGTGCTATGGGGACTTGGAAACAACGGTTTTTCACA 
CTTCATGGAACAAGGCTTTCTTATTTTACGAATACCAATGATGAGAAGGA 
GCGTGGCCTGATAGATATAACGGCACATAGGGTCTTACCTGCCAGTGATG 
ATGATAGGCTCATTTCCTTATACGCTGCGAGCTTAGGAAAAGGAAAATAC 
TGTTTCAAATTGGTCCCTCCGCAACCGGGGTCCAAAAAGGGGCTAACCTT 
TACAGAACCTCGCGTTCACTATTTTGCAGTTGAGAATAAATCTGAAATGA 
AGGCATGGCTGTCAGCCATAATAAAGGCCACTATTGATATTGATACAAGC 
GTCCCTGTCATTAGTTCATATGCCACACCAACGATACCTCTAAGCAAGGC 
AC AGACGCTATTGG AAGAAGCTAGGTTAC AAAC C CAGTTAAGAGATGCTG 
AAGAGGAAGAGGGAAGAGATCAATTTGGATGGGATGACACCCAAAATAAA 
AGAAATTCTAATTATCCAATCGAACAAGATCAATTTGAGACCAGCGATTA 
CCTGGAAAGTTCAGCATTTGAATACCCTGGTGGCAGACTTTGA 

YBL085W, 980 aa (SEQ ID NO 32) 

MS LEGNTLGKG AKS F P LYI AVNQ YSKRMEDELNMK PGDKI KVITDDGE YN 
DGWYYGRNLRTKEEGLYPAVFTKRIAIEKPENLHKSPTQESGNSGVKYGN 
LNDSASNIGKVSSHQQENRYTSLKSTMSDIDKALEELRSGSVEQEVSKSP 
TRVPEVSTPQLQDEQTLIQEKTRNEENTTHDSLFSSTADLNLSSESLKNI 
SKSNISTKSLEPSSESVRQLDLKMAKSWSPEEVTDYFSLVGFDQSTCNKF 
KEHQVSGKILLELELEHLKELEINSFGIRFQIFKEIRNIKSAIDSSSNKL 
DADYSTFAFENQAAQLMPAATVNRDEIQQQISSKCNKLSSESSDRKSSSV 
TTELQRPSSVWNPNFKLHDPAEQILDMTEVPNLFADKDIFESPGRAPKP 
P S Y PS P VQ P PQ S PS FNNRYTNNN ARF P PQTTY P PKNKN PT VYSNGL I PN S 
STSSDNSTGKFKFPAMNGHDSNSRKTTLTSATIPSINTVNTDESLPAISN 
I S SNATSHHPNRNS WYNNHKRTESGS SFVDLFNRI SMLSPVKSSFDEEE 
TKQPSKASRAVFDSARRKSSYGHSRDASLSEMKKHRRNSSILSFFSSKSQ 
SNPTSPTKQTFTIDPAKMTSHSRSQSNSYSHARSQSYSHSRKHSLVTSPL 
KTSLSPINSKSNIALAHSETPTSSNNKEAVSQPSEGKHKHKHKHKSKHKH 
KNSSSKDGSSEEKSKKKLFSSTKESFVGSKEFKRSPSELTQKSTKSILPR 
SNAKKQQTSAFTEGIRSITAKESMQTADCSGWMSKKGTGAMGTWKQRFFT 
LHGTRLSYFTNTNDEKERGLIDITAHRVLPASDDDRLISLYAASLGKGKY 
CFKLVPPQPGSKKGLTFTEPRVHYFAVENKSEMKAWLSAIIKATIDIDTS 
VPVISSYATPTIPLSKAQTLLEEARLQTQLRDAEEEEGRDQFGWDDTQNK 
RNSNYP I EQDQFETSDYLES S AFEYPGGRL 

YDR545W, 5891 bp, CDS: 501-5891 (SEQ ID NO 137) 

TTCTATTATATTGGTCTTTTCGAGAGCGGAAGAAGTTGTAGGCTAAGCGC 

AGGCTAAGCGTAGGTCCATATTTAAAGTATCCAAGAGAATATCCACGAAG 

CGGCTGAGCAACGAACAGAATCCTGGTTCTCCTCGACTAAGCAGATAGTT 

AAGATACTGTGCACCATGGAAATTGAAAACGAAAGTACGTACCGACTACT 

TTATTTTTGCAGGCCGGAAATCAAGCGATGAATGAGACATCCTTCTGTTT 

TCTATGTTGGGACAGACAGTCGCTTATCTTAGTGAGATTTCTTATTAACT 
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GAATTTTCTTTGCTGCTGCTGGAGATTTGCACCTGCATAGCGCAGATTCT 
GCTTCTTCTCAATAGAGTAGCTTAATTATTACATTCTTAGATGATGATAA 
GACGGAAACTGGACAATCTTTTGTTTATATTGATGGATTTCTTGTCAAAA 
AGCATAACAATCAACATACTATTGTTAATTTCGAAACTTACAAAAATAAA 
ATGAAAGTTTCCGATAGGCGTAAGTTTGAAAAAGCAAACTTTGACGAGTT 
TGAGTCGGCTCTAAATAACAAAAACGACTTGGTACATTGTCCCTCAATAA 
CTTTATTTGAATCGATCCCCACGGAAGTGCGGTCATTCTACGAAGACGAA 
AAGTCTGGC CTAATC AAAGTGGTAAAATTCAGAAC TGGTGC AATGGATAG 
GAAAAGGTCTTTTGAAAAAATTGTCATTTCCGTCATGGTCGGGAAAAATG 
TACAAAAGTTCCTGACATTTGTTGAAGACGAACCAGATTTCCAGGGCGGA 
CCAATCCCTTCAAAGTATCTTATTCCCAAGAAAATCAACTTGATGGTCTA 
CACGTTGTTTCAAGTGCATACTTTGAAATTCAATAGAAAGGATTACGATA 
CCCTTTCTCTTTTTTACCTCAACAGAGGATACTATAATGAGTTGAGTTTC 
CGTGTCCTGGAACGTTGTCACGAAATAGCGAGTGCCAGGCCGAACGACAG 
CTCTACGATGCGTACTTTCACTGACTTTGTTTCTGGCGCACCTATTGTAA 
GGAGTCTTCAGAAAAGCACCATAAGGAAATATGGGTACAATTTGGCACCC 
TACATGTTCTTGTTACTACACGTAGATGAGCTATCGATTTTTTCTGCATA 
CCAAGCAAGTTTACCTGGCGAAAAGAAAGTCGACACAGAGCGGCTGAAGC 
GTGATCTATGCCCACGTAAACCCATTGAGATAAAGTACTTTTCACAGATA 
TGTAACGATATGATGAACAAAAAAGACCGATTGGGTGATATTTTGCATAT 
TATCTTGCGAGCATGTGCGCTCAATTTCGGGGCGGGTCCCCGTGGTGGCG 
CTGGTGACGAAGAGGATCGATCTATTACGAATGAAGAACCCATTATTCCC 
TCTGTGGACGAGCATGGCTTGAAAGTATGTAAGTTGCGTAGTCCTAACAC 
TCCACGAAGACTCAGAAAAACACTAGATGCCGTGAAAGCTTTATTGGTGT 
CGTCTTGTGCTTGTACTGCAAGGGATTTAGATATATTTGATGACACCAAC 
GGCGTTGCAATGTGGAAATGGATCAAAATTCTGTACCACGAAGTAGCGCA 
GGAAACCACGCTGAAGGACTCTTATAGAATAACTTTGGTACCTTCTTCTG 
ATGGTATATCAGTATGTGGAAAACTTTTTAATCGCGAGTATGTCCGCGGC 
TTTTACTTTGCATGCAAGGCTCAGTTCGATAACCTTTGGGGAGAGTTGAA 
CAACTGCTTTTATATGCCTACAGTGGTTGATATTGCCAGCCTCATTTTGC 
GTAATCGAGAAGTTTTGTTCAGAGAGCCAAAGCGAGGAATTGACGAGTAT 
CTGGAAAACGATTCTTTTCTTCAAATGATACCTGTTAAATATCGTGAAAT 
TGTGCTGCCCAAGTTGAGAAGAGATACTAACAAAATGACCGCGGCTCTTA 
AAAATAAAGTCACTGTTGCAATTGACGAGCTTACGGTGCCACTTATGTGG 
ATGGTCCATTTTGCCGTAGGATACCCTTACCGTTATCCAGAGCTTCAGCT 
ACTCGCTTTTGCCGGTCCTCAGCGCAACGTATACGTCGATGATACAACAA 
GACGCATCCAACTGTACACTGATTACAACAAGAACGGTTCATCGGAGCCT 
CGACTTAAGACGCTTGACGGACTCACTTCAGATTACGTGTTTTATTTTGT 
CACTGTGCTAAGGCAAATGCAAATATGTGCGCTTGGTAACAGTTATGACG 
CTTTTAATCATGATCCTTGGATGGATGTGGTGGGATTTGAGGATCCAGAT 
CAAGTAACAAATCGAGACATTTCGAGGATAGTTTTGTATTCCTACATGTT 
TCTGAATACCGCGAAGGGCTGTCTGGTTGAATACGCAACTTTTCGGCAGT 
ACATGAGGGAACTTCCGAAGAATGCACCTCAGAAGCTGAATTTTCGGGAG 
ATGCGTCAGGGGTTGATTGCCCTAGGACGGCACTGCGTAGGTAGCAGATT 
TGAAACAGATTTGTACGAGTCGGCGACGAGTGAACTCATGGCCAATCATT 
CCGTTCAAACAGGGCGAAATATTTACGGTGTGGATTCCTTTTCGTTAACT 
AGTGTCAGTGGGACGACCGCCACTTTATTGCAGGAACGAGCTTCCGAGCG 
CTGGATTCAATGGTTAGGCCTTGAAAGCGACTACCATTGTTCATTCTCTA 
GTACTCGGAATGCGGAAGACGTAGTGGCAGGTGAGGCGGCGAGTTCAGAT 
CATGATCAAAAAATTTCAAGAGTAACGCGAAAAAGGCCCCGAGAGCCCAA 
GAGTACAAACGATATCCTCGTCGCAGGCCAGAAACTCTTTGGCAGCTCCT 
TTGAATTCAGGGACTTGCATCAGTTGCGCTTATGTCATGAAATATACATG 
GCAGACACACCCTCTGTGGCAGTACAGGCCCCACCGGGCTATGGTAAGAC 
GGAGTTATTTCATCTCCCCTTGATAGCACTGGCGTCTAAGGGCGACGTGA 
AATATGTGTCGTTTCTGTTTGTACCGTACACAGTGTTGCTTGCTAATTGC 
ATGATCAGGTTGAGCCGATGCGGTTGCTTGAATGTGGCCCCTGTAAGAAA 
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CTTTATTGAAGAAGGTTGCGATGGCGTTACTGATTTATACGTGGGGATCT 
ACGATGATCTTGCTAGCACTAATTTCACAGACAGGATAGCTGCGTGGGAG 
AATATTGTTGAGTGCACCTTTAGGACCAACAACGTAAAATTGGGTTACCT 
CATTGTAGATGAGTTTCACAACTTTGAAACGGAGGTCTACCGGCAGTCGC 
AATTTGGGGGCATAACTAACCTTGATTTTGACGCTTTTGAGAAAGCAATC 
TTTTTGAGCGGCACAGCACCTGAGGCTGTAGCTGATGCTGCGTTGCAGCG 
TATTGGGCTTACGGGACTGGCCAAGAAGTCGATGGACATCAACGAGCTCA 
AACGGTCGGAAGATCTCAGCAGAGGTCTATCCAGCTATCCAACACGGATG 
TTTAATCTAATCAAGGAGAAATCCGAGGTGCCTTTAGGGCATGTTCATAA 
AATTTGGAAGAAAGTGGAATCACAGCCCGAAGAAGCACTGAAGCTTCTTT 
TAGCCCTCTTTGAAATTGAACCAGAGTCGAAGGCCATTGTAGTTGCAAGC 
ACAACCAACGAAGTGGAAGAATTGGCCTGCTCTTGGAGAAAGTATTTTAG 
GGTGGTATGGATACACGGGAAGCTGGGTGCTGCAGAAAAGGTGTCTCGCA 
CAAAGGAGTTTGTCACTGACGGTAGCATGCGAGTTCTCATCGGAACGAAA 
TTAGTGACTGAAGGAATTGACATTAAGCAATTGATGATGGTGATCATGCT 
TGATAATAGACTTAATATTATTGAGCTCATTCAAGGCGTAGGGAGACTAA 
GAGATGGGGGCCTCTGTTATCTATTATCTAGAAAAAACAGTTGGGCGGCA 
AGGAATCGTAAGGGTGAATTACCACCGATTAAGGAAGGCTGTATAACCGA 
ACAGGTACGCGAGTTCTATGGACTTGAATCAAAGAAAGGAAAAAAGGGCC 
AGCATGTTGGATGCTGTGGCTCCAGGACAGACCTGTCTGCTGACACAGTG 
GAACTGATAGAAAGAATGGACAGATTGGCTGAAAAACAGGCGACAGCTTC 
CATGTCGATCATTGCGTTACCGTCTAGCTTCCAGGAGAGCAATAGCAGTG 
ACAGGTGCAGAAAGTATTGCAGCAGTGATGAGGACAGCGACACGTGCATT 
CATGGTAGTGCTAATGCCAGTACCAATGCGACTACCAACTCCAGCACTAA 
TGCTACTACCACTGGCAGCACCAACGTCAGGACTAGTGCTACTACCACTG 
CCAGCATCAACGTCAGGACTAGTGCGATTACCACTGAAAGTACCAACTCC 
AGCACTAATGCTACTACCACTGCCAGCACCAACGTCAGGACTAGTGCTAC 
TACC ACTGCC AGC ATC AACGTC AGGACTAGTGCG ACTAC C ACTGAAAGTA 
CCAACTCCAACACTAGTGCTACTACCACCGAAAGTACCGACTCCAACACT 
AGTGCTACTACCACCGAAAGTACCGACTCCAACACTAGTGCTACTACCAC 
TGCTAGCACCAACTCCAGCACTAATGCCACTACCACTGCTAGCACCAACT 
CCAGCACTAATGCCACTACCACTGAAAGTACCAACGCTAGTGCCAAGGAG 
GACGCCAATAAAGATGGCAATGCTGAGGATAATAGATTCCATCCAGTCAC 
CGACATTAACAAAGAGTCGTATAAGCGGAAAGGGAGTCAAATGGTTTTGC 
TAGAGAGAAAGAAACTGAAAGCACAATTTCCCAATACTTCCGAGAATATG 
AATGTCTTACAGTTTCTTGGATTTCGGTCTGACGAAATTAAACATCTTTT 
CCTCTATGGTATTGACGTATACTTCTGCCCAGAGGGAGTATTCACACAAT 
ACGGATTATGCAAGGGCTGTCAAAAGATGTTCGAGCTCTGTGTCTGTTGG 
GCTGGCCAGAAAGTATCGTATCGGAGGATGGCTTGGGAAGCACTAGCTGT 
GGAGAGAATGCTGCGAAATGACGAGGAATACAAAGAATACTTGGAAGACA 
TCGAGCCATATCATGGGGACCCTGTAGGATATTTGAAATATTTTAGCGTA 
AAAAGGGGAGAGATCTACTCTCAGATACAGAGAAATTATGCTTGGTACCT 
GGCCATTACTAGAAGAAGAGAAACAATTAGTGTATTGGATTCGACAAGAG 
GCAAGCAAGGGAGCCAAGTTTTCCGCATGTCTGGAAGGCAGATCAAAGAG 
TTGTATTATAAAGTATGGAGCAACTTGCGTGAATCGAAGACAGAGGTGCT 
GCAGTACTTTTTGAACTGGGACGAGAAAAAGTGCCGGGAAGAATGGGAGG 
CAAAAGACGATACGGTCTTTGTGGAAGCGCTCGAGAAAGTTGGAGTTTTT 
CAGCGTTTGCGTTCCATGACGAGCGCTGGACTGCAGGGTCCGCAGTACGT 
CAAGCTGCAGTTTAGCAGGCATCATCGACAGTTGAGGAGCAGATATGAAT 
TAAGTCTAGGAATGCACTTGCGAGATCAGCTTGCGCTGGGAGTTACCCCA 
TCTAAAGTGCCGCATTGGACGGCATTCCTGTCGATGCTGATAGGGCTGTT 
CTACAATAAAACATTTCGGCAGAAACTGGAATATCTTTTGGAGCAGATTT 
CGGAGGTGTGGTTGTTACCACATTGGCTTGATTTGGCAAACGTTGAAGTT 
CTCGCTGCAGATAACACGAGGGTACCGCTGTACATGCTGATGGTAGCGGT 
TCACAAAGAGCTGGATAGCGATGATGTTCCAGACGGTAGATTTGATATAA 
TATTACTATGTAGAGATTCGAGCAGAGAAGTTGGAGAGTGA 
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YDR545W, 1796 aa <SEQ ID NO 138) 

MKVSDRRKFEKANFDEFES ALNNKNDLVHCPS ITLFESI PTEVRSFYEDE 
KSGLIKWKFRTGAMDRKRSFEKIVISVMVGKNVQKFLTFVEDEPDFQGG 
PIPSKYLIPKKINLMVYTLFQVHTLKFNRKDYDTLSLFYLNRGYYNELSF 
RVLERCHEIASARPNDSSTMRTFTDFVSGAPIVRSLQKSTIRKYGYNLAP 
YMFLLLHVDELSIFSAYQASLPGEKKVDTERLKRDLCPRKPIEIKYFSQI 
CNDMMNKKDRLGDILHIILRACALNFGAGPRGGAGDEEDRSITNEEPIIP 
SVDEHGLKVCKLRSPNTPRRLRKTLDAVKALLVSSCACTARDLDIFDDTN 
GVAMWKWI K I L YH E VAQETTLKDS YRI TL VP S SDGI S VCGKL FNREYVRG 
FYFACKAQFDNLWGELNNCFYMPTVVDIASLILRNREVLFREPKRGIDEY 
LENDS F LQMI P VKYRE I VL PKLRRDTNKMTAALKNKVTVA I DELTVPLMW 
MVHFAVGYPYRYPELQLLAFAGPQRNVYVDDTTRRIQLYTDYNKNGSSEP 
RLKTLDGLTSDYVFYFVTVLRQMQICALGNSYDAFNHDPWMDWGFEDPD 
Q VTNRD I S RI VLY S YMFLNTAKGC LVE YATFRQ YMRELPKNAPQKLN FRE 
MRQGLIALGRHCVGSRFETDLYESATSELMANHSVQTGRNIYGVDSFSLT 
S VSGTTATLLQERAS ERWI QWLGL E S D YHCS F S STRN AED WAGEAAS SD 
HDQKISRVTRKRPREPKSTNDILVAGQKLFGSSFEFRDLHQLRLCHEIYM 
ADTPSVAVQAPPGYGKTELFHLPLIALASKGDVKYVSFLFVPYTVLLANC 
MI RLS RCGCLNVAPVRNF I EEGCDGVTDL YVG I YDDL ASTNFTDRI AAWE 
NIVECTFRTNNVKLGYLIVDEFHNFETEVYRQSQFGGITNLDFDAFEKAI 
FL SGTAPEAVADAALQRI GLTGL AKKSMDINELKRS EDLSRGLSS YPTRM 
FNLIKEKSEVPLGHVHKIWKKVESQPEEALKLLLALFEIEPESKAIWAS 
TTNEVEELACSWRKYFRWWIHGKLGAAEKVSRTKEFVTDGSMRVLIGTK 
LVTEGIDIKQLMMVTMLDNRLNI I ELIQGVGRLRDGGLC YLLSRKNSWAA 
RNRKGE L P P I KEGC I TEQ VRE F YGLES KKGKKGQHVGCCG S RTDL S ADTV 
EL I ERMDRL AEKQATASMS 1 1 ALP SS FQESNS SDRCRKYCS SDED SDTCI 
HG SANASTNATTNS STNATTTASTNVRTS ATTTAS INVRT S A ITTESTNS 
STNATTTASTNVRTS ATTTAS INVRTS ATTTE STNSNTS ATTTESTD SNT 
SATTTESTDSNTSATTTASTNSSTNATTTASTNSSTNATTTESTNASAKE 
DANKDGNAEDNRFHPVTDINKESYKRKGSQMVLLERKKLKAQFPNTSENM 
NVLQFLGFRSDEIKHLFLYGIDVYFCPEGVFTQYGLCKGCQKMFELCVCW 
AGQKVSYRRMAWEALAVERMLRNDEEYKEYLEDIEPYHGDPVGYLKYFSV 
KRGEIYSQIQRNYAWYLAITRRRETISVLDSTRGKQGSQVFRMSGRQIKE 
L YYKVWSNLRE SKTEVLQ YFLNWDEKKCREEWEAKDDTVFVE ALEKVGVF 
QRLRSMTSAGLQGPQYVKLQFSRHHRQLRSRYELSLGMHLRDQLALGVTP 
SKVPHOTAFLSMLIGLFYNKTFRQKLEYLLEQISEWLLPHWLDLANVEV 
LAADNTRVPLYMLMVAVHKELDSDDVPDGRFDIILLCRDSSREVGE 

YCR005C, 1883 bp, CDS: 501-1883 (SEQ ID NO 71) 

AGAGTTGTTGCCACAACATAAGCCGCTTTGGAGTGTTGAACAAATCCGTC 

CTTGGGTCATTCAATCAATGGCTTGGCGGTATCTCAAAAGAGCGCAAACT 

AATAGCGCGCACATTCGACGCATTTATCCGGTGGTCATCGACTAGGGGCG 

AAGAGGTCACGACCTATTTTTTCTTGCAGAAAAAAAGTGTGACCTTTTCC 

GTAGCTAGACGTCTATCAGGGCGTCAGCAATGGGAGGCACAGCGGAAAAA 

CAATAACAATGGTAAGCGCAATTACCTTTTGAGCGTTACATTCGTATGAA 

ATTGGTGACGTTAATCTAAAGATAGTCATGCTCTCAAAAGGGCCCATTAT 

TCTCGACGTTGAGCGTATATAAGACTATTAAAACTTGGTTCTTTAGATAT 

GGTGTTCGTTCCTCATTATTAAGTTTCAGGGAACAATATCAACACATATC 

ATAACAGGTTCTCAAAACTTTTTGTTTTAATAATACTAGTAACAAGAAAA 

ATGACAGTTCCTTATCTAAATTCAAACAGAAATGTTGCATCATATTTACA 

ATCAAATTCAAGCCAAGAAAAGACTCTAAAAGAGAGATTTAGCGAAATCT 

ACCCCATCCATGCTCAAGATGTAAGGCAATTCGTTAAAGAGCATGGCAAA 

ACTAAAATTAGCGATGTTCTATTAGAACAGGTATATGGTGGTATGAGAGG 

T ATTCC AGGG AGC GT ATGGG AAGGTTC CGTTTTGGAC CC AGAAGACGGT A 

TTCGTTTCAGAGGTCGTACGATCGCCGACATTCAAAAGGACCTGCCCAAG 

GCAAAAGGAAGCTCACAACCACTACCAGAAGCTCTCTTTTGGTTATTGCT 
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AACTGGCGAGGTTCCAACTCAAGCGCAAGTTGAAAACTTATCAGCTGATC 
TAATGTCAAGATCGGAACTACCTAGTCATGTCGTTCAACTTTTGGATAAT 
TTACCAAAGGACTTACACCCAATGGCTCAATTCTCTATTGCTGTAACTGC 
CTTGGAAAGCGAGTCAAAGTTTGCTAAGGCTTATGCTCAAGGAATTTCCA 
AGCAAGATTATTGGAGTTATACTTTTGAAGATTCACTAGACTTGCTGGGT 
AAATTGCCAGTTATTGCAGCTAAAATTTATCGTAATGTATTCAAAGATGG 
CAAAATGGGTGAAGTGGACCCAAATGCCGATTATGCTAAAAATCTGGTCA 
ACTTGATTGGTTCTAAGGATGAAGATTTCGTGGACTTGATGAGACTTTAT 
TTAACCATTCATTCGGATCACGAAGGTGGTAATGTATCTGCACATACATC 
CCATCTTGTGGGCTCAGCACTATCATCACCTTATCTGTCCCTTGCATCAG 
GTTTGAACGGGTTGGCTGGCCCACTTCATGGGCGTGCTAATCAAGAAGTA 
CTAGAATGGTTATTTGCACTTAAAGAAGAGGTAAATGATGACTACTCTAA 
AGATACGATCGAAAAATATTTATGGGATACTCTAAACTCAGGAAGAGTCA 
TTCCCGGTTATGGTCATGCTGTGCTAAGGAAAACTGATCCTCGTTATATG 
GCTCAGCGTAAGTTTGCCATGGACCATTTTCCAGATTATGAATTATTCAA 
GTTAGTTTCATCAATATACGAGGTAGCACCTGGCGTATTGACTGAACATG 
GTAAAACTAAAAATCCATGGCCAAATGTAGATGCTCACTCTGGTGTCTTA 
TTACAATATTATGGACTAAAAGAATCTTCTTTCTATACCGTTTTATTTGG 
CGTTTCAAGGGCATTTGGTATTCTTGCTCAATTGATCACTGATAGGGCCA 
TCGGTGCTTCCATTGAAAGGCCAAAGTCCTATTCTACTGAGAAATACAAG 
GAATTGGTCAAAAACATTGAAAGCAAACTATAG 

YCR005C, 460 aa (SEQ ID NO 72) 

MTVPYLNSNRNVASYLQSNSSQEKTLKERFSEIYPIHAQDVRQFVKEHGK 
TKI SDVLLEQVYGGMRG I PG S VWEG S VLDP EDG I RFRGRT IAD I Q KDL PK 
AKGSSQPLPEALFWLLLTGEVPTQAQVENLSADLMSRSELPSHWQLLDN 
LPKDLHPMAQFSIAVTALESESKFAKAYAQGISKQDYWSYTFEDSLDLLG 
KLPVIAAKIYRNWKDGKMGEVDPNADYAKNLVNLIGSKDEDFVDLMRLY 
LTIHSDHEGGNVSAHTSHLVGSALSSPYLSLASGLNGLAGPLHGRANQEV 
LEWLFALKEEVNDDYSKDTIEKYLWDTLNSGRVIPGYGHAVLRKTDPRYM 
AQRKFAMDHFPDYELFKLVSSIYEVAPGVLTEHGKTKNPWPNVDAHSGVL 
LQYYGLKESSFYTVLFGVSRAFGILAQLITDRAIGASIERPKSYSTEKYK 
ELVKNIESKL 

YOL126C, 1772 bp, CDS: 501-1772 (SEQ ID NO 345) 

ATCCCCTCATACTTTTCCGTTTGTATCTCCTACTTTCTTACTTCCTTTTT 

TTCTTCTTTATTTGCTTGGTTTACCATTGAAGTCCATTTTTACTACAGAC 

AATAGCTAGTCATTCGCTATCTTCCGTTTGTCACTTTTTTTCAAATTTCT 

CATCTATATAGCGAAGTACGGAAAAGATGTCACTTGCCGGCATCTCGGCC 

TTCCCCGGCCAAATGGACTCATCATCTACGATACGGCCCCTTTAATCCGC 

AATTACTTTGCCCATTCGGCCGTAGCCGTTCTAAAGCCGCCGTGCCTTGC 

CCCCAATACTCCCCTAATGATCCGGGAAGTTCCGGTTTTTTTCCTTTGTT 

TAGTGGCATTTTGTGTTGCCCAAGGTTGGGAAGGTCCGATTTGACTTTAA 

GGAACTACGGAAGGTATCTAAGGTTTCTAAAAACAATATACACGCGCGTG 

CGTAGATATATAAAGATAAAGATTTATCGATATGAGATAAAGATTGCTGC 

ATGATTCTCCTTCTGATTCTTTTTCCCTGTATATATTTTCTCCCCTTCTG 

TATAAATCGTACAGTCAGAAGTAGTCCAGAATATAGTGCTGCAGACTATT 

ACAAAAGTTCAATACAATATCATAAAAGTTATAGTAACATGCCTCACTCA 

GTTACACCATCCATAGAACAAGATTCGTTAAAAATTGCCATTTTAGGTGC 

TGCCGGTGGTATCGGGCAGTCGTTATCGCTGCTTTTGAAAGCTCAGTTGC 

AATACCAGTTAAAGGAGAGCAACCGGAGCGTTACCCACATTCATCTGGCT 

CTTTACGATGTCAACCAAGAAGCCATCAACGGTGTTACCGCCGACTTGTC 

TCATATAGACACCCCCATTTCCGTGTCGAGCCACTCTCCTGCAGGTGGCA 

TTGAGAACTGTTTGCATAACGCTTCTATTGTTGTCATTCCTGCAGGTGTT 

CCAAGAAAACCTGGCATGACTCGTGATGACTTATTTAACGTGAATGCTGG 

TATCATTAGCCAGCTCGGTGATTCTATTGCAGAATGTTGTGATCTTTCCA 



WO 02/064766 



PCT/EP01/15398 



99/251 

AGGTCTTCGTTCTTGTCATTTCCAACCCTGTTAATTCTTTAGTCCCAGTG 
ATGGTTTCTAACATTCTTAAGAACCATCCTCAGTCTAGAAATTCCGGCAT 
TGAAAGAAGGATCATGGGTGTCACCAAGCTCGACATTGTCAGAGCGTCCA 
CTTTTCTACGTGAGATAAACATTGAGTCAGGGCTAACTCCTCGTGTTAAC 
TCCATGCCTGACGTCCCTGTAATTGGCGGGCATTCTGGCGAGACTATTAT 
TCCGTTGTTTTCACAGTCAAACTTCCTATCGAGATTAAATGAGGATCAAT 
TGAAATATTTAATACATAGAGTCCAATACGGTGGTGATGAAGTGGTCAAG 
GCCAAGAACGGTAAAGGTAGTGCTACCTTATCGATGGCCCATGCCGGTTA 
TAAGTGTGTTGTCCAATTTGTTTCTTTGTTATTGGGTAACATTGAGCAGA 
TCCATGGAACCTACTATGTGCCATTAAAAGATGCGAACAACTTCCCCATT 
GCTCCTGGGGCAGATCAATTATTGCCTCTGGTGGACGGTGCAGACTACTT 
TGCCATACCATTAACTATTACTACAAAGGGTGTTTCCTATGTGGATTATG 
ACATCGTTAATAGGATGAACGACATGGAACGCAACCAAATGTTGCCAATT 
TGCGTCTCCCAGTTAAAGAAAAATATCGATAAGGGCTTGGAATTCGTTGC 
ATCG AG ATC TGC ATC ATCTT AA 

YOL126C, 423 aa (SEQ ID NO 346) 

MILLLILFPCIYFLPFCINRTVRSSPEYSAADYYKSSIQYHKSYSNMPHS 
VTPSIEQDSLKIAILGAAGGIGQSLSLLLKAQLQYQLKESNRSVTHIHLA 
LYDVNQEAINGVTADLSHIDTPISVSSHSPAGGIENCLHNASIWIPAGV 
PRKPGMTRDDLFNVNAGIISQLGDSIAECCDLSKVFVLVISNPVNSLVPV 
MVSNILKNHPQSRNSGIERRIMGVTKLDIVRASTFLREINIESGLTPRVN 
SMPDVPVIGGHSGETIIPLFSQSNFLSRLNEDQLKYLIHRVQYGGDEWK 
AKNGKG SAT L SMAHAG YKC WQ F VS LLLGNI EQ IHGT YYVPLKD ANNFP I 
APGADQLLPLVDGADYFAIPLTITTKGVSYVDYDIVNRMNDMERNQMLPI 
CVSQLKKNIDKGLEFVASRSASS 

YBR019C, 2600 bp, CDS: 501-2600 (SEQ ID NO 39) 

ATCGCTTCGCTGATTAATTACCCCAGAAATAAGGCTAAAAAACTAATCGC 

ATTATCATCCTATGGTTGTTAATTTGATTCGTTAATTTGAAGGTTTGTGG 

GGCCAGGTTACTGCCAATTTTTCCTCTTCATAACCATAAAAGCTAGTATT 

GTAGAATCTTTATTGTTCGGAGCAGTGCGGCGCGAGGCACATCTGCGTTT 

CAGGAACGCGACCGGTGAAGACGAGGACGCACGGAGGAGAGTCTTCCGTC 

GGAGGGCTGTCGCCCGCTCGGCGGCTTCTAATCCGTACTTCAATATAGCA 

ATGAGCAGTTAAGCGTATTACTGAAAGTTCCAAAGAGAAGGTTTTTTTAG 

GCTAAGATAATGGGGCTCTTTACATTTCCACAACATATAAGTAAGATTAG 

ATATGGATATGTATATGGTGGTAATGCCATGTAATATGATTATTAAACTT 

CTTTGCGTCCATCCAAAAAAAAAGTAAGAATTTTTGAAAATTCAATATAA 

ATGACAGCTCAGTTACAAAGTGAAAGTACTTCTAAAATTGTTTTGGTTAC 

AGGTGGTGCTGGATACATTGGTTCACACACTGTGGTAGAGCTAATTGAGA 

ATGGATATGACTGTGTTGTTGCTGATAACCTGTCGAATTCAACTTATGAT 

TCTGTAGCCAGGTTAGAGGTCTTGACCAAGCATCACATTCCCTTCTATGA 

GGTTGATTTGTGTGACCGAAAAGGTCTGGAAAAGGTTTTCAAAGAATATA 

AAATTGATTCGGTAATTCACTTTGCTGGTTTAAAGGCTGTAGGTGAATCT 

ACACAAATCCCGCTGAGATACTATCACAATAACATTTTGGGAACTGTCGT 

TTTATTAGAGTTAATGCAACAATACAACGTTTCCAAATTTGTTTTTTCAT 

CTTCTGCTACTGTCTATGGTGATGCTACGAGATTCCCAAATATGATTCCT 

ATCCCAGAAGAATGTCCCTTAGGGCCTACTAATCCGTATGGTCATACGAA 

ATACGCCATTGAGAATATCTTGAATGATCTTTACAATAGCGACAAAAAAA 

GTTGGAAGTTTGCTATCTTGCGTTATTTTAACCCAATTGGCGCACATCCC 

TCTGGATTAATCGGAGAAGATCCGCTAGGTATACCAAACAATTTGTTGCC 

ATATATGGCTCAAGTAGCTGTTGGTAGGCGCGAGAAGCTTTACATCTTCG 

GAGACGATTATGATTCCAGAGATGGTACCCCGATCAGGGATTATATCCAC 

GTAGTTGATCTAGCAAAAGGTCATATTGCAGCCCTGCAATACCTAGAGGC 

CTACAATGAAAATGAAGGTTTGTGTCGTGAGTGGAACTTGGGTTCCGGTA 

AAGGTTCTACAGTTTTTGAAGTTTATCATGCATTCTGCAAAGCTTCTGGT 
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ATTGATCTTCCATACAAAGTTACGGGCAGAAGAGCAGGTGATGTTTTGAA 
CTTGACGGCTAAACCAGATAGGGCCAAACGCGAACTGAAATGGCAGACCG 
AGTTGCAGGTTGAAGACTCCTGCAAGGATTTATGGAAATGGACTACTGAG 
AATCCTTTTGGTTACCAGTTAAGGGGTGTCGAGGCCAGATTTTCCGCTGA 
AGATATGCGTTATGACGCAAGATTTGTGACTATTGGTGCCGGCACCAGAT 
TTCAAGCCACGTTTGCCAATTTGGGCGCCAGCATTGTTGACCTGAAAGTG 
AACGGACAATCAGTTGTTCTTGGCTATGAAAATGAGGAAGGGTATTTGAA 
TCCTGATAGTGCTTATATAGGCGCCACGATCGGCAGGTATGCTAATCGTA 
TTTCGAAGGGTAAGTTTAGTTTATGCAACAAAGACTATCAGTTAACCGTT 
AATAACGGCGTTAATGCGAATCATAGTAGTATCGGTTCTTTCCACAGAAA 
AAGATTTTTGGGACCCATCATTCAAAATCCTTCAAAGGATGTTTTTACCG 
CCGAGTACATGCTGATAGATAATGAGAAGGACACCGAATTTCCAGGTGAT 
CTATTGGTAACCATACAGTATACTGTGAACGTTGCCCAAAAAAGTTTGGA 
AATGGTATATAAAGGTAAATTGACTGCTGGTGAAGCGACGCCAATAAATT 
TAACAAATCATAGTTATTTCAATCTGAACAAGCCATATGGAGACACTATT 
GAGGGTACGGAGATTATGGTGCGTTCAAAAAAATCTGTTGATGTCGACAA 
AAACATGATTCCTACGGGTAATATCGTCGATAGAGAAATTGCTACCTTTA 
ACTCTACAAAGCCAACGGTCTTAGGCCCCAAAAATCCCCAGTTTGATTGT 
TGTTTTGTGGTGGATGAAAATGCTAAGCCAAGTCAAATCAATACTCTAAA 
CAATGAATTGACGCTTATTGTCAAGGCTTTTCATCCCGATTCCAATATTA 
CATTAGAAGTTTTAAGTACAGAGCCAACTTATCAATTTTATACCGGTGAT 
TTCTTGTCTGCTGGTTACGAAGCAAGACAAGGTTTTGCAATTGAGCCTGG 
TAGATACATTGATGCTATCAATCAAGAGAACTGGAAAGATTGTGTAACCT 
TGAAAAACGGTGAAACTTACGGGTCCAAGATTGTCTACAGATTTTCCTGA 

YBR019C, 699 aa (SEQ ID NO 40) 

MT AQ LQ S E ST S K I VL VTGGAG Y IGSHTWEL I ENG YDC WADNL SNST YD 
SVARLEVLTKHHIPFYEVDLCDRKGLEKVFKEYKIDSVIHFAGLKAVGES 
TQI PLRYYHNNI LGTWLLELMQQ YNVSKFVFS S S ATVYGDATRFPNMI P 
IPEECPLGPTNPYGHTKYAIENILNDLYNSDKKSWKFAILRYFNPIGAHP 
SGLIGEDPLGIPNNLLPYMAQVAVGRREKLYIFGDDYDSRDGTPIRDYIH 
WDLAKGHIAALQYLEAYNENEGLCREWNLGSGKGSTVFEVYHAFCKASG 
IDLPYKVTGRRAGDVLNLTAKPDRAKRELKWQTELQVEDSCKDLWKWTTE 
NPFGYQLRGVEARFSAEDMRYDARFVTIGAGTRFQATFANLGASIVDLKV 
NGQSWLGYENEEGYLNPDSAYIGATIGRYANRISKGKFSLCNKDYQLTV 
NNGVNANHS S IGSFHRKRFLGP I IQNPSKDVFTAEYML IDNEKDTEFPGD 
LLVTIQYTVNVAQKSLEMVYKGK^TAGEATPINLTNHSYFNLNKPYGDTI 
EGTEIMWSKKSVDVDKl^IPTGNIVDREIATFNSTKPTVLGPKNPQFDC 
CF WDENAK P SQ INTLNNELTL I VKAFH PDSNITLEVL STEPTYQF YTGD 
FLSAGYEARQGFAIEPGRYIDAINQENWKDCVTLKNGETYGSKIVYRFS 

YDR345C, 2204 bp, CDS: 501-2204 (SEQ ID NO 123) 

TCTTAGCTATATTCTTCCAGCTTCGCCTGCTGCCCGGTCATCGTTCCTGT 

CACGTAGTTTTTCCGGATTCGTCCGGCTCATATAATACCGCAATAAACAC 

GG AATATCTCGTTCCGCGGATTCGGTTAAACTCTCGGTCGCGGATTATCA 

CAGAGAAAGCTTCGTGGAGAATTTTTCCAGATTTTCCGCTTTCCCCGATG 

TTGGTATTTCCGGAGGTCATTATACTGACCGCCATTATAATGACTGTACA 

ACGACCTTCTGGAGAAAGAAACAACTCAATAACGATGTGGGACATTGGGG 

GCCCACTCAAAAAATCTGGGGACTATATCCCCAGAGAATTTCTCCAGAAG 

AGAAGAAAAGTCAAAGTTTTTTTTCGCTTGGGGGTTGCATATAAATACAG 

GCGCTGTTTTATCTTCAGCATGAATATTCCATAATTTTACTTAATAGCTT 

TTCATAAATAATAGAATCACAAACAAAATTTACATCTGAGTTAAACAATC 

ATGAATTCAACTCCAGATTTAATATCTCCACAAAAGTCAAGTGAGAATTC 

GAATGCTGACCTGCCTTCGAATAGCTCTCAGGTAATGAACATGCCTGAAG 

AAAAAGGTGTTCAAGATGATTTCCAAGCTGAGGCCGACCAAGTACTTACC 

AACCCAAATACAGGTAAAGGTGCATATGTCACTGTGTCTATCTGTTGTGT 
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TATGGTTGCCTTCGGTGGTTTCGTTTTCGGTTGGGATACTGGTACCATTT 
CTGGTTTCGTCGCCCAAACTGATTTCTTGAGAAGATTCGGTATGAAGCAT 
AAAGATGGTAGTTATTATTTGTCTAAGGTTAGAACTGGTTTAATTGTCTC 
CATTTTCAACATTGGTTGTGCCATTGGTGGTATTATTTTGGCTAAATTGG 
GTGATATGTACGGTCGTAAAATGGGTTTGATTGTCGTTGTTGTTATCTAC 
ATCATCGGTATTATTATTCAAATTGCATCCATCAACAAATGGTACCAATA 
TTTCATCGGTAGAATTATTTCCGGTTTGGGTGTTGGTGGTATTGCCGTTT 
TATCTCCTATGTTGATTTCTGAAGTCGCTCCTAAGGAAATGAGAGGTACT 
TTAGTCTCCTGTTACCAACTGATGATTACCTTGGGTATTTTCTTGGGTTA 
CTGTACCAACTTCGGTACTAAGAACTACTCCAACTCTGTGCAATGGAGAG 
TTCCATTAGGTTTGTGTTTTGCCTGGGCTTTGTTTATGATCGGTGGTATG 
ACTTTCGTTCCAGAATCCCCACGTTATTTGGTTGAAGCTGGTCAAATTGA 
CGAAGC AAGAGCATCTCTTTC CAAAGTT AAC AAGGTTGCCC C AGACC ATC 
CATTCATTCAACAAGAGTTGGAAGTTATTGAAGCTAGTGTTGAAGAAGCT 
AGAGCTGCTGGTTCAGCATCATGGGGTGAGTTGTTCACTGGTAAGCCGGC 
CATGTTTAAGCGTACTATGATGGGTATCATGATCCAATCTCTACAACAAT 
TGACTGGTGATAACTATTTCTTCTACTATGGTACTACCGTTTTTAACGCT 
GTTGGTATGAGTGATTCTTTCGAAACTTCTATTGTTTTCGGTGTCGTCAA 
CTTCTTCTCTACTTGTTGTTCTTTGTACACTGTCGATCGTTTTGGACGTC 
GTAACTGTTTGTTATATGGTGCCATTGGTATGGTCTGCTGTTATGTAGTT 
TACGCTTCTGTTGGTGTCACCAGACTATGGCCAAATGGTGAAGGTAATGG 
TTCATCCAAGGGTGCTGGTAACTGTATGATTGTCTTTGCCTGTTTCTATA 
TTTTCTGTTTTGCTACCACTTGGGCTCCAATTGCTTATGTTGTTATTTCT 
GAAACTTTCCCATTGAGAGTCAAGTCTAAGGCTATGTCTATTGCTACAGC 
TGCTAATTGGTTGTGGGGTTTCTTGATTGGTTTCTTCACTCCATTTATTA 
CTGGTGCTATTAACTTCTACTACGGTTACGTTTTCATGGGCTGTATGGTT 
TTCGCCTACTTCTACGTTTTCTTCTTTGTGCCAGAAACTAAGGGTTTGAC 
TTTGGAAGAAGTCAATGATATGTACGCTGAAGGTGTTCTACCATGGAAGT 
CTGCTTCATGGGTTCCAACATCTCAAAGAGGTGCTAACTACGATGCTGAT 
GCATTGATGCATGATGACCAGCCATTCTACAAGAAAATGTTCGGCAAGAA 
ATAA 

YDR345C, 567 aa {SEQ ID NO 124) 

MNSTPDLISPQKSSENSNADLPSNSSQVMNMPEEKGVQDDFQAEADQVLT 
NPNTGKGAYVTVSICCVMVAFGGFVFGWDTGTISGFVAQTDFLRRFGMKH 
KDGS YYLSKVRTGLIVS IFNIGCAIGGI I LAKLGDMYGRKMGLI WWI Y 
IIGIIIQIASINKWyQYFIGRIISGLGVGGIAVLSPMLISEVAPKEMRGT 
LVSCYQLMITLGIFLGYCTNFGTKNYSNSVQWRVPLGLCFAWALFMIGGM 
TFVPESPRYLVEAGQIDEARASLSKVNKVAPDHPFIQQELEVIEASVEEA 
RAAGSASWGELFTGKPAMFKRTMMGIMIQSLQQLTGDNYFFYYGTTVFNA 
VGMSDSFETSIVFGWNFFSTCCSLYTVDRFGRRNCLLYGAIGMVCCYW 
YASVGVTRLWPNGEGNGSSKGAGNCMIVFACFYIFCFATTWAPIAYWIS 
ETFPLRVKSKAMSIATAANWLWGFLIGFFTPFITGAINFYYGYVFMGCMV 
FAYFYVFFFVPETKGLTLEEVNDMYAEGVLPWKSASWVPTSQRGANYDAD 
ALMHDDQPFYKKMFGKK 

YKR097W, 2150 bp, CDS: 501-2150 (SEQ ID NO 263) 

ATAGGAAAAAACCGAGCTTCCTTTCATCCGGCGCGGCTGTGTTCTACATA 

TCACTGAAGCTCCGGGTATTTTAAGTTATACAAGGGAAAGATGCCGGCTA 

GACTAGCAAGTTTTAGGCTGCTTAACATTATGGATAGGCGGATAAAGGGC 

CCAAACAGGATTGTAAAGCTTAGACGCTTCTGGTTGGACAATGGTACGTT 

TGTGTATTAAGTAAGGCTTGGCTGGGGATAGCAACATTGGGCAGAGTATA 

GAAGACCACAAAAAAAAGGTATATAAGGGCAGAGAAGTCTTTGTAATGTG 

TGTAACTTCTCTTCCATGTGTAATCAGTATTTCTACTTACTTCTTAAATA 

TACAGAAGTAAGACAGATAACCAACAGCCTTTCCCAGATATACATATATA 

TCTTTATTTCAGCTTAAACAATAATTATATTTGTTTAACTCAAAAATAAA 
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AAAAAAAAACC AAAC TC AC GC AAC T AATT ATTC C AT AAT AAAAT AAC AAC 
ATGTCCCCTTCTAAAATGAATGCTACAGTAGGATCTACTTCCGAAGTTGA 
ACAAAAAATCAGACAAGAATTGGCTCTTAGTGACGAAGTCACCACCATCA 
GACGCAATGCTCCAGCTGCCGTTTTGTATGAAGATGGTCTAAAAGAAAAT 
AAAACTGTCATTTCATCAAGCGGTGCATTGATCGCTTATTCCGGTGTTAA 
AACCGGAAGATCTCCAAAGGACAAACGTATTGTTGAAGAACCTACCTCGA 
AAGACGAAATTTGGTGGGGTCCGGTCAATAAACCATGTTCTGAAAGAACA 
TGGTCTATCAACCGTGAAAGAGCTGCAGATTACTTGAGAACAAGAGACCA 
CATTTATATTGTCGATGCATTTGCAGGATGGGATCCAAAATACAGAATCA 
AAGTCCGCGTTGTTTGTGCCAGGGCTTACCACGCTTTATTCATGACAAAT 
ATGCTTATTAGACCTACAGAAGAAGAATTAGCCCATTTTGGAGAACCTGA 
TTTTACTGTCTGGAACGCTGGTCAGTTCCCAGCCAATTTACACACCCAGG 
ATATGTCTTCAAAGAGTACTATAGAAATTAACTTCAAAGCAATGGAAATG 
ATCATTTTAGGTACCGAATACGCCGGTGAAATGAAAAAAGGTATTTTCAC 
AGTTATGTTTTACTTGATGCCTGTGCACCATAACGTTTTAACTTTGCACT 
CTTCCGCCAACCAGGGTATTCAAAACGGTGACGTTACTTTATTCTTTGGC 
CTAAGTGGTACCGGGAAAACCACTTTATCCGCAGACCCACATAGATTGTT 
GATCGGCGATGATGAACATTGTTGGTCCGACCATGGTGTCTTCAATATCG 
AAGGTGGTTGTTACGCCAAGTGTATTAATTTATCTGCCGAAAAGGAGCCT 
GAAATTTTCGACGCTATCAAGTTTGGTTCTGTATTAGAAAACGTTATCTA 
TGACGAGAAGTCGCATGTAGTCGACTATGACGACTCTTCTATTACTGAAA 
ATACTAGATGTGCCTACCCAATTGACTACATTCCAAGTGCCAAGATTCCA 
TGTTTGGCGGACTCTCATCCAAAGAACATTATCCTGCTAACTTGTGATGC 
TTCGGGTGTTTTACCACCAGTATCTAAATTGACTCCTGAACAAGTCATGT 
ACCATTTCATCTCTGGTTACACTTCTAAAATGGCTGGTACTGAGCAAGGT 
GTCACTGAACCTGAACCAACATTTTCATCTTGTTTCGGACAACCCTTCCT 
AGCCTTGCACCCTATTAGATACGCAACCATGTTAGCTACAAAGATGTCTC 
AACATAAAGCTAATGCGTACTTAATCAACACCGGCTGGACTGGTTCTTCC 
TACGTATCTGGTGGTAAACGTTGCCCATTGAAGTACACAAGGGCCATTCT 
GGATTCTATTCATGATGGTTCGTTAGCCAATGAAACGTACGAAACTTTAC 
CGATTTTCAATCTTCAAGTACCTACCAAGGTTAACGGTGTTCCAGCTGAG 
CTTTTGAATCCTGCTAAAAACTGGTCTCAAGGTGAATCCAAATACAGAGG 
TGCAGTTACCAACTTGGCCAACTTGTTTGTTCAAAATTTCAAGATTTATC 
AAGACAGAGCCACACCAGATGTATTAGCCGCTGGTCCTCAATTCGAGTAA 

YKR097W, 549 aa (SEQ ID NO 264) 

MSPSKMNATVGSTSEVEQKIRQELALSDEVTTIRRNAPAAVLYEDGLKEN 
KTVISSSGALIAYSGVKTGRSPKDKRIVEEPTSKDEIWWGPVNKPCSERT 
WSINRERAADYLRTRDHIYIVDAFAGWDPKYRIKVRWCARAYHALFMTN 
MLIRPTEEELAHFGEPDFTVWNAGQFPANLHTQDMSSKSTIEINFKAMEM 
I ILGTEYAGEMKKGIFTVMFYLMPVHHNVLTLHS SANQGIQNGDVTLFFG 
LSGTGKTTLSADPHRLLIGDDEHCWSDHGVFNIEGGCYAKCINLSAEKEP 
EIFDAIKFGSVLENVIYDEKSHWDYDDSSITENTRCAYPIDYIPSAKIP 
CLADSHPKNIILLTCDASGVLPPVSKLTPEQVMYHFISGYTSKMAGTEQG 
VTEPEPTFSSCFGQPFLALHPIRYATMLATKMSQHKANAYLINTGWTGSS 
YVSGGKRC PLK YTRAI LDS I HDGS LANETYETLPI FNLQ VPTKVNGVP AE 
LLNPAKNWSQGESKYRGAVTNLANLFVQNFKIYQDRATPDVLAAGPQFE 

YMR173W, 1793 bp, CDS: 501-1793 (SEQ ID NO 313) 

AAACAAGTGTAACATAAATACATTCTGTAAATCTACAAAAATCGTTAGTG 

CTGTTTTCTTTTTGAGATTGAAAAGTACGAATCATACACATCTCTTATTC 

TGAGAAGGGTGCATATGACGTAAATCAATGCGTACAAAGCGGTTTCCGGT 

GCTGGCCTGGCCCACCACAGTTTTGGCGTGGTTGATTTTAAAAACCTTCG 

GGAAGGTGAAAAAACCACTCCGAAGGTTCGAGGATGACAAATCGCCCCTT 

AGCTGTGGCCATACAAGCTTGGCACCGACGAAAAAGGGAAAAAGGAAAAG 

AATGTCGTACAAGAACTCTTACAACCACGTTGAGATTTCATTTAACAACG 
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CCCCCCTTTCCATTATATAAGAAGGCATTAATTTTTATGTAATAAAAAAA 
GAATTTCTCGAAAATGTCTTACAATTAATTTTTTCTTTTGTAGAGTAGGG 
CTTTAATAGACTGATATATACGGTATTATAAGTGAACGAAAAAAACAGCA 
ATGGGTTTATTTGATAAAGTGAAGCAATTTGCTAACAGCAATAATAACAA 
CAATGATTCTGGCAATAACAATCAAGGCGATTATGTTACCAAAGCTGAGA 
ATATGATCGGCGAAGATAGAGTCAATCAATTCAAAAGCAAAATCGGAGAG 
GACAGATTTGATAAGATGGAGTCCAAGGTTCGTCAACAATTTTCTAATAC 
CTC TATAAATGAC AACGACTC CAACAAC AACGACTC ATATGGTTCT AATA 
ACAACGATTCATATGGTTCTAACAACAATGATTCATATGGCTCTAACAAC 
AATGATTCATATGGCTCCAACAACAATGATTCATATGGCTCTAACAACGA 
TGATTCCTACGGTTCTTCCAACAAGAAGAAGAGCTCTTATGGTTCTAACA 
ATGACGATTCGTACGGCTCCAGCAACAACAATGACTCTTACGGTTCCAAC 
AACAATGACTCTTACGGTTCCAACAACAATGACTCTTACGGTTCCAACAA 
TGACGACTCTTACGGTTCGTCAAACAAGAATAAGAGCTCTTACGGTTCCA 
ACAATGACGATTCTTATGGCTCTAACAATGATGATTCATATGGTTCTTCC 
AACAAGAAGAAGAGTTCTTATGGTTCCAGCAACAACGATTCGTATGGTTC 
TAACAACGATGATTCATATGGTTCTAACAACAATGATTCATATGGCTCTA 
ACAACGATGATTCCTACGGTTCTTCCAACAAGAAGAAGAGCTCTTATGGT 
TCTAACAATGACGATTCGTACGGCTCCAGCAACAACAATGACTCTTACGG 
TTCCAACAATGACGACTCTTACGGTTCGTCAAACAAGAATAAGAGCTCTT 
ACGGTTCTTCTAGCAACGATGATTCTTACGGATCTTCCAATAACGACGAC 
TCTTACGGTTCTTCCAACAAGAAGAAGAGTTCTTATGGTTCCAACAATGA 
CGATTCTTATGGCTCTAACAATGATGATTCATATGGTTCTTCCAACAAGA 
AGAAGAGTTCTTATGGTTCCAGCAACAACGATTCGTATGGTTCTAACAAC 
GATGATTCCTACGGTTCTTCTAACAAAAAGAAGAGTTCTTATGGTTCCAA 
CAACGATGATTCATACGGCTCCAGCAACAACAATGACTCTTACGGTTCCA 
ACAATGACGACTCTTACGGTTCCTCTAATAGAAACAAGAACTCCTATGGG 
TCTTCCAACTACGGTTCATCCAACAATGATGACTCTTATGGTTCATCTAA 
TAGAGGCGGTCGTAATCAATACGGTGGTGACGACGATTACTAA 

YMR173W, 430 aa (SEQ ID NO 314) 

MGLFDKVKQFANSNNNNNDSGNNNQGDYVTKAENMIGEDRVNQFKSKIGE 
DRFDKMESKVRQQFSNTSINDNDSNNNDSYGSNNNDSYGSNNNDSYGSNN 
NDSYGSNNNDS YGSNNDDS YGS SNKKKSS YGSNNDDS YGS SNNNDS YGSN 
NNDSYGSNNNDSYGSNNDDSYGSSNKNKSSYGSNNDDSYGSNNDDSYGSS 
NKKKSSYGSSNNDSYGSNNDDSYGSNNNDSYGSNNDDSYGSSNKKKSSYG 
SNNDDS YGS SNNNDS YGSNNDDS YGS SNKNKS S YGS S SNDDS YGS SNNDD 
SYGS SNKKKSS YGSNNDDS YGSNNDDS YGS SNKKKSS YGS SNNDSYGSNN 
DDS YGS SNKKKSS YGSNNDDS YGS SNNNDS YGSNNDDS YGSSNRNKNSYG 
S SNYGS SNNDD S YG S SNRGGRNQ YGGDDD Y 

YIL057C, 995 bp, CDS: 501-995 (SEQ ID NO 217) 

CCCAACAGATTTCAAGTCTGTCGCCTTAACCACTCGGCCATAGTGCCTAA 

AACAATGTAGGTTATTTAAGCAAGTATTGTAGATACTTTTCGTAATAAAC 

TACAATGCACCCACGACTCGCGGTGTAATGATGGCATGAAATCATTGAAC 

GAAGTTTTGCGGCTATACGGCTGAAGGACGAGACTAAAGGGACAGGAATT 

ATTAATGCGGGGTATAATTTGAATAGTATTAACGGGCACTGCCGTTTAGC 

CATCAAATGCTATTGTTGGGGTATTCTCTCTACTTTTTGTTCTTGGCTTG 

AACCTTTTCGGCGGTTGGCAATCGTCCGTATATAAGCATCGGCTGTCCCA 

ATCCTCTATTGCCCTTTTCCCTTGCACCTCCTTCTCAATTCTTCGTATCT 

TTCGCGTAAAGGTAGATCTTGATTCACCTATCTGTCGAAACACGATTAAG 

TGCAAACGAAACAACGTACAGTATATAACAAAGTATTTTAAATAATAAGA 

ATGACGAAAAAGGATAAGAAAGCAAAGGGTCCTAAGATGTCCACCATCAC 

TACAAAAAGTGGTGAGTCCTTAAAGGTTTTTGAGGATTTGCATGATTTTG 

AAACATATTTAAAGGGTGAGACGGAAGATCAAGAGTTCGACCATGTCCAT 

TGCCAACTGAAGTACTATCCACCCTTTGTCCTGCATGATGCGCATGATGA 
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TCCGGAAAAGATCAAAGAGACTGCCAATTCGCACTCTAAGAAGTTTGTTC 
GCCATTTACACCAGCATGTTGAGAAGCACCTGCTAAAGGACATCAAAACC 
GCTATCAACAAGCCAGAATTGAAATTCCACGATAAGAAAAAGCAGGAATC 
CTTTGACCGGATTGTTTGGAATTATGGCGAAGAAACGGAGTTGAACGCCA 
AGAAATTCAAGGTGTCTGTCGAAGTTGTATGTAAACACGATGGCGCAATG 
GTAGATGTTGATTACAAGACAGAACCCTTGCAGCCACTCATCTAA 

YIL057C, 164 aa (SEQ ID NO 218) 

MTKKDKKAKGPKMSTITTKSGESLKVFEDLHDFETYLKGETEDQEFDHVH 
CQLKYYPPFVLHDAHDDPEKIKETANSHSKKFVRHLHQHVEKHLLKDIKT 
AINKPELKFHDKKKQESFDRI\Ai\JNYGEETELNAKKFKVSVEVVCKHDGAM 
VDVDYKTEPLQPLI 

YDR544C, 929 bp, CDS: 501-929 (SEQ ID NO 135) 

TAAAGTAGTCGGTACGTACTTTCGTTTTCAATTTCCATGGTGCACAGTAT 

CTTAACTATCTGCTTAGTCGAGGAGAACCAGGATTCTGTTCGTTGCTCAG 

CCGCTTCGTGGATATTCTCTTGGATACTTTAAATATGGACCTACGCTTAG 

CCTGCGCTTAGCCTACAACTTCTTCCGCTCTCGAAAAGACCAATATAATA 

GAAAGTTATAAATTACATTTCCTTATTAGGTATACGACCTCGCGCTTCGA 

AGTAGAGGAGCCCTTTTTGGCGTACCTACATATGGCGCGTCAGACAGACA 

AACTTCCCCCAAAAATGTATTACCCCGCCGAATAAGAAAACAGACCCATT 

CACCCACGACGTATCAAGTTACTTCCTTGGTGCAATGTCCCACTATAAAA 

AAATTCCTTGACGCTAGATCGTTGGACTAAAATCTGCGTCACAATCGCCT 

AAACAGGAAATATTGCCTATTTTCGTACAAGGTTACTTCCTAGATGCTAT 

ATGTCCCTACGGCCTTGTCTAACACCATCCAGCATGCAATACAGTGACAT 

ATATATACACACCACACCACACCCACACACACCACACCACACCCACCACA 

CCCACACCACACCCACACCCACACCACACCCACACACCCACACACCCACA 

CCAGAGAGAAGCCTAAGCCTAAGACTAAGACAAGCCAAGCCTGACCAACC 

TGTCTCTCAAATTACCCTCCATTACCCTACCTCCCCACTCGTTACCCTGA 

CTCATTCAACTATACCACCCCAACCACCATCCATCTCCCTGTGTACTACC 

ACCAACCGACCGTCCACCATAACCGTTACCCTCCAATTACCCATATCCAA 

CTCCACTACCACTTACCCTACCATCTCCCATCTACTACTCACCATACTAT 

TGTTCTACCCACCACTATTGAAACGCTAA 

YDR544C, 142 aa (SEQ ID NO 13 6) 

MSLRPCLTPSSMQYSDIYIHTTPHPHTPHHTHHTHTTPTPTPHPHTHTPT 
PERSLSLRLRQAKPDQPVSQITLHYPTSPLVTLTHSTIPPQPPSISLCTT 
TNRPSTITVTLQLPISNSTTTYPTISHLLLTILLFYPPLLKR 

YKR040C, 1004 bp, CDS: 501-1004 (SEQ ID NO 255) 

GGGCTTTTCCAGTGCCGCGGCCTCGAGATCCAGGCACCAGGAACTAGGCA 

CGCTGTGTATTCTAACACATTGAAGGGCCTAGGCCCGCTGACGTGGGGTC 

TAGTTCCACTTTTTCATTACCTTTTCTCGGTCTTTTCTTGCTCCCACAGG 

CCGTTAATGGCCTGAAACAGTTTTGTGACTTTGGACTTATGATAACGATG 

TTTGTCCGGGTGCCACCGGATTCTATCGCGGCGAATCAAGTCTAGTCTGT 

TTGCATCCATCAAGGCACTGCTCATTGTGTAAAATTGTTCTACGCTTTTG 

TCATCAATCATATCTAAACTCACAGCCGCTAGGGTAGGTGTGCCTGGCAG 

TGGTAAGGTAGCCGGCTCGTCTTTGGTCATGCGCCAATACTGTCGAACGG 

CCCGCGCGTAGCGTTCTTCGGCTTCAACCTTAGAGCTGATACCTTTTGCC 

TGGTCAAAGGCGAAAACGTCTACCTCGCTTTCACTGCTGCTTTCGCTTTC 

ATGACTTCGTTTCAAGCGGTCTCTTTCGCTCTCGGTTGTAACACACTTGT 

AGCCTGCTATGCTTTCACCGTACTCGAAAAGCGTAGCCTCATGACTAGTT 

GTACCAACGCCCTTTCTTTTCTTTTTTTTCTCTTGACACTTCGGCGTATT 

CATCGCCACTGGTACAAGCCGTATGGTGCTTTTTTGCTCATTTTCGTTTT 

GACGTTGCGATGGTTTCGCGGACCAATCGCATGGGTGGTGGTGGATGTTG 

TCTTTGCTAGTTGCAACGTAGTCTTCTTCTCTCCTGCGCTTTCTGACGAA 
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AATTGGCCTTACGTATCTTTTTTCGGCGTCGTTGTCGTCATCGCTGTTCA 
TATAATCGTCGTCACTCATATCGGCGCTTTTACTGCATGCTGTCTTTTGA 
AGAGAGTTTCATTGAAAAGTAGTGAAGAAAAAAAAAAAAAAAAAAAAAAA 
AAAAAGGAAAAAAGCTTACATACGGAAAGAGAAAAAAAAAAAAAGAAATT 
TTAA 

YKR040C, 167 aa (SEQ ID NO 256) 

MTSFQAVSFALGCNTLVACYAFTVLEKRSLMTSCTNALSFLFFLLTLRRI 
HRHWYKPYGAFLLIF^TLRWFRGPIAWVVVDVVFASCNVVFFSPALSDE 
NWPYVSFFGVWVIAVHIIWTHIGAFTACCLLKRVSLKSSEEKKKKKKK 
KKEKSLHTEREKKKKKF 

YNL338W, 659 bp, CDS : 501-659 (SEQ ID NO 337) 

TAAAGTAGTCGGTACGTACGTTCGTTTTCAATTTCCATGGTGCACAGTAT 

CTTAACTATCTGCTTAGTCGAGGAGAACCAGGATTCTGTTCGTTGCTCAG 

CCGCTTCGTGGATATTCTCTTGGATACTTTAAATATGGACCTACGCTTAG 

CCTGCGCTTAGCCTACAACTTCTTCCGCTCTCGAAAAGACCAATATAATA 

GAAAGTTATAAATTACATTTCCTTATTAGGTATACGACCTCGCGCTTCGA 

AGTAGAGGAGCCCTTTTTGGCGTACCTACATATGGCGCGTCAGACAGACA 

AACTTCCCCCAAAAATGTATTACCCCGCCGAATAAGAAAACAGACCCATT 

CACCCACGACGTATCAAGTTACTTCCTTGGTGCAATGTCCCACTATAAAA 

AAATTCCTTGACGCTAGATCGTTGGACTAAAATCTGCGTCACAATCGCCT 

AAACAGGAAATATTGCCTATTTTCGTACAAGGTTACTTCCTAGATGCTAT 

ATGTCCCTACGGCCTTGTCTAACACCATCCAGCATGCAATACAGTGACAT 

ATATATACCCACACCCACACCCACACACCACACCCACACACCCACACCAC 

ACCCACACCCACACACCCACACCCACACCCATCACAACCCTAACCCTACC 

CTATTCTAA 

YNL338W, 52 aa (SEQ ID NO 338) 

MSLRPCLTPSSMQYSDIYIPTPTPTHHTHTPTPHPHPHTHTHTHHNPNPT 
LF 

YJR115W, 1010 bp, CDS: 501-1010 (SEQ ID NO 235) 

GCCAGTATCCCTTTCTGAAATAAGCTAAACCCTTGCAACCACCAGGGGTG 

CCGCCGTCCTAACTTTCCAGCCTGGCAGCGCGTCGAGTCGCCGAATGTTG 

CGGGCGCTGCCCCGCCCGCAACACCGCGCCCGCCCTGCCTCAGCTTAACC 

GAAACCACACGGGTCTGCCATCTTCCATATACCCTGGCTCTTCTTTCACA 

ATGCCCGCTCACAACGCCAACTGCAAAAGAAGCCCGCCCTTAGTCGGTTT 

TCCCCACTTTGATATAACCCCCCCCCCCCCCCCCCCGCATCAACTGGTAA 

TTTAACCCAAACACCACGGGGTCATAATTTAAAAGCGAAAAACCTTAAAG 

CGTTCTCGAAGAAATCTTCCTGTAGATGATGTCGTAGCAAACTTATCTTT 

TAGAGTGTTTGTGCTTACTGCATTGTCAGATCAAAATTTACGTAGCCGCC 

CTTTTCAACCCCTGTCGAAGAGTAGCATAACAGCAGCGTAGTGAACGTGC 

ATGTTCACAAATACACGTACAATATTAATATACAATAGTAAGGTGATGAA 

CACACACACACACACACACACACACACACACACACACATATATATATATA 

CAGGAGATCAAGTTAGTGTGAGGGGACGACTACTGAGTTTGAAGTTCTTT 

AAAGTGTTAAAGTTATTTTTCCCCTCTCCCACCTCGTTGGCAACCTCTCA 

CCCACCGCTTAGCAGCATGTCTCCGTACATGACCATACCTCAGCAATACT 

TATACATAAGCAAGATACGTTCCAAGCTGTCTCAGTGCGCCCTTACTCGA 

CACCACCACAGAGAACTTGATCTACGAAAAATGGTGGGCCACGCCAATAT 

GCTGGACAGGATCCTCGACGAAATAGACGAAATCGACAGCGAGGTAGTAC 

TGTGTGACGCTGCCGATGGTTCTTCTACTGCAGAAGCTCATTCCGCTTCC 

CCAGCATCCAGCGACTCTTCTCCTCTCACTAATAACATCCGGCCCATTAG 

CATTATGTGA 
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YJR115W, 169 aa (SEQ ID NO 236) 

MFTNTRT I LI YNSKVMNTHTHTHTHTHTH I Y I YTGDQVS VRGRLLS LKFF 
KVLKLFFPSPTSLATSHPPLSSMSPYMTIPQQYLYISKIRSKLSQCALTR 
HHHRELDLRKMVGHANMLDRILDEIDEIDSEWLCDAADGSSTAEAHSAS 
PASSDSSPLTNNIRPISIM 



YBL072C, 1103 bp, CDS: 501-1103 (SEQ ID NO 27) 

GTCCTACACACGAGCATCGCTGGGAAAGCTTGAGGGCTTTCTCTTACGCAGTGTTCATGGTGTTACGGG 
ATGGAACTGTTTCATATACGTTATTTACAGGCCTATCTTAAAGTTATAGGAAATTACACTTGCCATTTG 
CTTTTTGGTACTCACAAGAAGACGTTATAAACACACCAGGACAAAAAGTATGTGCTATGGTCATATGAG 
TAATGGAACTACATATTATTTTGAATGCTACAGGACCTCTCTTTGAATGGAATAGATAGTGGAAAAAGT 
AAACTTAACTAAAAGGGATGATATAAATTGTGACAGGAGCAGTGCACTAAACTGAATCCTTTGTGTACC 
CCAAAAATCAAGCCTCTTATGAAACGCCGAGTTTTTCACAAGAAGAGATGAAAAGAAACCAAAGCATAT 
TTCAAGATAAGAAAAAAATTCCGCAACTTTTGTACGTTCTTTATTTTACTAACAAGCGTCATTAAATTT 
TCTATTACAGTTACAAAATGGGTATTTCTCGTGATTCTCGTCACAAAAGATCCGCTACCGGTGCCAAGC 
GTGCTCAATTCAGAAAGAAGAGAAAGTTCGAATTAGGCCGTCAACCAGCCAACACCAAGATCGGTGCTA 
AGAGAATTCACTCTGTTAGAACTAGAGGTGGTAACAAGAAATACAGAGCTCTAAGAATTGAAACCGGTA 
ACTTTTCTTGGGCTTCTGAAGGTATCTCCAAGAAGACCAGAATTGCTGGTGTTGTTTACCATCCATCCA 
ACAATG7VATTGGTTAGAACTAACACTTTGACCAAGGCTGCCATTGTCCAAATTGATGCTACTCCATTCA 
GACAATGGTTCGAAGCTCACTACGGTCAAACCTTGGGTAAGAAGAAGAACGTCAAGGAAGAAGAAACTG 
TTGCCAAGAGCAAGAACGCTGAAAGAAAGTGGGCTGCTAGAGCTGCTTCTGCCAAGATCGAATCTTCCG 
TTG AATC TC AATTCAGCGCCGGTAG ATTATACGCTTGTATCTCTTCC AG ACC AGGTC AATC CGGTAGAT 
GTGATGGTTACATCTTGGAAGGTGAAGAATTAGCTTTCTACCTAAGAAGATTGACTGCTAAGAAATAG 

YBL072C, 200 aa (SEQ ID NO 28) 

MGISRDSRHKRSATGAKRAQFRKKRKFELGRQPANTKIGAKRIHSVRTRGGNKKYRALRIETGNFSWAS 
EGISKKTRIAGWYHPSNNELWTNTLTKAAIVQI^ 

AERKWAARAASAKIESSVESQFSAGRLYACISSRPGQSGRCDGYILEGEELAFYLRRLTAKK 



YBL092W, 893 bp, CDS: 501-893 (SEQ ID NO 33) 

TACTGGAGAAGAGTGTTTGATTCCAGCAGAAGGTAATACGCACCTTTCTCATCTATTTGCAGAATCGTT 
TTATTAAAATACTTTTAAAGAATTTAGATTTTGATAATTAGTTCATTCTCTTTTACAAAGATAATCACC 
AAACAGGGACAATACACTGAACGATAAAAGTATGTGACATATAGAATGCTAGAATGAATAGCCTAGACT 
GCATTGTTATGAGAGCAACGTTTGATATTTGTGGCGATTGGAACAAACATAGTACATGCCAAAATGAGA 
TGAAATGTCCAATTTGAACTGATTAACATACACGCGCAAGCTCGTATTTGTTTACTGGTACACCTAGAG 
TTAGCCGATCAAAGAGACAGTGGCAGATATATGGGAAAATTTTCTCCGGAAGATTGCATGCGAGAGTCT 
CATAACCAGTCATTTCCCAAGATACAATTCTCGGAGCTGTTATACTAACAAACTTTTAATTTTCATTTT 
TTTTTTTTTTTGATTAGATGGCCTCCTTACCTCACCCAAAGATTGTCAAGAAGCACACCAAGAAGTTCA 
AGCGTCATCACTCTGACCGTTACCACAGAGTTGCTGAAAACTGGAGAAAGCAAAAGGGTATTGACTCTG 
TTGTTAGAAGAAGATTCAGAGGTAACATCTCTCAACCAAAGATCGGTTACGGTTCTAACAAGAAGACCA 
AGTTTTTGTCACCATCTGGTCACAAGACTTTCTTAGTCGCTAACGTTAAGGATTTGGAAACCTTGACCA 
TGCACACCAAGACTTACGCCGCTGAAATTGCTCACAACATCTCCGCTAAGAACAGAGTTGTCATTTTGG 
CTAGAGCTAAGGCTTTGGGTATCAAGGTCACCAACCCAAAGGGTCGTTTGGCTTTGGAAGCTTAA 

YBL092W, 130 aa (SEQ ID NO 34) 

MASLPHPKIVKKHTKKFKRHHSDRYHRVAENWRKQKGIDSVVRRRFRGNISQPKIGYGSNKKTKFLSPS 
GHKTFLVANVKDLETLTMHTKTYAAEIAHNISAKNRVVILARAKALGIKVTNPKGRLALEA 



YBR009C, 812 bp, CDS: 501-812 (SEQ ID NO 37) 

GAAAAATCGCCCGGGCATTTCGTTATCTTCCACGCTAAAAGTCAAGGAGAGATATTACGGCCAGGATCG 
CAAAGGTGCAGAGCAAGGAAATGTGAGAAATTGTGAGAACGATAATGTATGGGACAATGCGAAAATGTG 
AGAACGAGAGCAAAAATCTTTTTTGTATCTCCCCGCCGAATTTGGAAACCGCGTTCTGAAAACTTCGCA 
TCTTCACATAGTAAAACTGTTCCGAGCGCTTCTCCCCATAATGGTTAGTGGTAAAAACCGAAGTTGTTT 
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ACTTTAGCAAATGCCCGCGAATACGGTGGTAAATTGCCACCCCCCCTTCCCCATTCATTGGGTAAAGAC 
CAATTTGATGGATAAATTGGTTGTGGAAAAGGTCTAATTCTTTTTCCTATAAATACCGAGATATTTTTT 
CTATATGATGGTTTCCGTCGCATTATTGTACTCTATAGTACTAAAGCAACAAACAAAAACAAGCAACAA 
ATATAATATAGTAAAATATGTCCGGTAGAGGTAAAGGTGGTAAAGGTCTAGGTAAAGGTGGTGCCAAGC 
GTCACAGAAAGATTCTAAGAGATAACATCCAAGGTATTACTAAGCCAGCTATCAGAAGATTAGCTAGAA 
GAGGTGGTGTCAAGCGTATTTCTGGTTTGATCTACGAAGAAGTCAGAGCTGTCTTGAAATCCTTCTTGG 
AATCCGTCATCAGAGACTCTGTTACCTACACCGAACACGCCAAGAGAAAGACTGTTACTTCTTTGGATG 
TTGTTTATGCTTTGAAGAGACAAGGTAGAACCTTATACGGTTTCGGTGGTTAA 

YBR009C, 103 aa (SEQ ID NO 38) 

MSGRGKGGKGLGKGGAKRHRKILRDNIQGITKPAI 

SVTYTEHAKRKTVTSLDWYALKRQGRTLYGFGG 

YBR189W, 1501 bp, exonl : 501-507, intronl : 508-920, exon2 : 921-1501 
(SEQ ID NO 59) 

TGGCTTCTTCTTTGCCTGTTTTGCCCAGCTGGTTGATACGGGCACGTAACTGATTTAATTCTTGGTCCC 
TTTCTAGTGATAAATCTCGCAGAGAGGGCATACTGGTTGTAAAAAGTAGTCGCAACAAGTAAGTCGTAA 
AAAAGTAGATGTAATGGAAGGCTTTGAAGGAACGGCTAGCCAGCTTTTCTGTATCATTCCTAGCCTAAT 
TGACAGCATCTTGACCTTCTAGTATGGAAACTTTCAATTTCAGAAAGCGGTGTTCCCCGCTGCGACGAT 
TTAATCCGTACATTTACACATCTGTACATTTTTCATATTCGCAAAACAAAGGTTACTTGAAAAAATCAT 
AAAGTTGGCGGCTTCAGGTGGACGCGCTTCACTCATGTAGCTTAACATTCAATCCCATTAAGCATTATG 
CATAAATTTCATGAAGTTTACTTAATAAAATTGTTCATTTGCATAGACAAGAAAGAAAGCAACAAGACA 
ACTAAGACTAAGCAACAATGCCAAGTACGTATTAGACTATATCGAAGAGGAGGGAAATTCTTCACTCTG 
ACTCGTTGATTTTGAAAGAGGTTCGGGTCCTCATAAATATTTGAGAATATGAAATTCCATAATAGTATA 
CCTTCATTGAGTAGCACGACAACAGCCTGAATTACTATCCATATTATGAATATCTTTATTTACACTGAA 
CTCCCGACACTTCAGTTAAACAGGGATACATTAGAGATCAAGGTGATCTAATAGGGAACATCTCTCTCG 
TAACAATGGGACAGTATTTTATTTTCCAAGGCGGATACCTAATTATGCGTTTTTAATCATATCTCTACA 
ATATTTATGAGCACTTACTTGGGCCCTTGCAGACTTTTGTTCCGGGAAAACTTTTGAC 

TTACGAATCTTCTCGTTTGGACGCAGAATTGAAGTTGGCCGGTGAATTCGGTTTGAAGAACAAGAGAGA 
AATTTACAGAATTTCTTTCCAATTGTCTAAAATTCGTCGTGCTGCCAGAGACTTGTTAACTAGAGACGA 
AAAGG ACC C AAAG AG ATTGTTCG AAGGTAATGCCTTG ATC AG AAG ATTGGTT AGAGTTGGTGTC TTGTC 
CGAAGACAAGAAGAAGTTGGATTATGTTTTGGCTTTGAAGGTTGAAGATTTCTTGGAAAGAAGATTGCA 
AACTCAAGTCTACAAGTTGGGTTTGGCCAAGTCTGTCCACCACGCCAGAGTTTTAATCACTCAAAGACA 
CATTGCTGTTGGTAAGCAAATCGTCAACATCCCATCTTTCATGGTCAGATTGGACTCTGAAAAGCACAT 
TGACTTCGCTCCAACTTCTCCATTCGGTGGTGCTAGACCAGGTAGAGTTGCTAGAAGAAACGCTGCTAG 
AAAGGCTGAAGCTTCCGGTGAAGCTGCTGAAGAAGCCGAAGACGAAGAATAA 

YBR189W, 195 aa (SEQ ID NO 60) 

MPRAPRTYSKTYSTPKRPYESSRLDAELKLAGEFGLKNKREIYRISFQLSKIRRAARDLLTRDEKDPKR 
LFEGNALIRRL\mVGVLSEDKKKLDWIALKVEDFLERRLQTQWKLGl^KSVHHARVLITQRHIAVGK 
QIVNIPSFMVRLDSEKHIDFAPTSPFGGARPGRVARRNAARKAEASGEAAEEAEDEE 

YBR191W, 1371 bp, exonl: 501-511, intronl: 512-899, exon2 : 900-1371 
(SEQ ID NO 61) 

AATCCTTATTGTCAGAAATTGAAGCCGTTAATATTTAAAGGCTAATTCTCCATGCCATCTTGCATTCAC 
TTTGGTATATATCTCTTGACCTCAATATATCTCGATAATATAAATCGCAATATTATACTTGTTAGTCTG 
ACAGTTTTACACCTGTACATCTTCACCATCACCACACCCTTTTTTACTGGAGGCAAGGATGAGTTTGAA 
TATCGCCTTTTTCCCAGCCGCTAGAACATGCTCAGAACCGAGGAAAAGCACCGCTGCCAAACCTCCTTT 
GATGTGTTGGCCCACCGCTACTAGTGGCCGTGCTGGAAGCCCAGGCAGCGGTGGGGGCCACAATACGAG 
AGCTGGAAAGGTAAACGGTCTCTGCGCCTCTGTGAAATTTTATCACCAATGGAGTGTCATGTCTGGTAA 
AGATAATATAGAAAGTAGTGTGCAATTTCAGGCATTACCGATTGAACTTTGGAATAAGAGAACCAAGAC 
AAAAATAACTAGCAACAATGGGTAAATCGTATGTCATTTAATCCTATGAATCTACAGCACGAACGAATC 
ATGGTATCTCAAACCGAACATATCGTCACAGAAATAAAAAGATTTAAAGACGTGTCTAGTGTGAATAAA 
GCAAACATATCATTAGAGCAAAATATTGGGCAGATAAGATGATGCTACACTGATTCTGAGAAAATTACG 
TGACATGATAGGCTTTTAACGGGCTGTAAGTCATTAGTTTACAGTCGTTGCTTTGAAAATTAGTTCAAC 
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ATTAGAAGTGTAGTAATTACAAGCCCTTTTTCCAAACATTCGGTTATGTGCTGGGACGCATCTCAGAAA 
CTCGCAAAACAATAGAATACTAACATGATTTCTTATAAATCTTAATTTTGATTTATTTCCTTATAATAC 
AGACACGGTTACAGATCTCGTACTCGTTACATGTTCCAACGTGACTTCAGAAAGCATGGTGCCGTCCAT 
CTTTCTACTTACTTGAAGGTCTACAAGGTTGGTGACATTGTCGACATCAAAGCCAATGGTTCTATCCAA 
AAGGGTATGCCACACAAGTTTTACCAAGGTAAGACCGGTGTTGTCTACAACGTTACTAAGTCTTCTGTT 
GGTGTTATCATCAACAAGATGGTCGGTAACAGATATCTAGAAAAAAGATTAAACTTAAGAGTTGAACAC 
ATCAAGCACTCCAAGTGTAGACAAGAATTTTTGGAAAGAGTTAAGGCCAATGCTGCTAAGCGTGCTGAA 
GCTAAGGCTCAAGGTGTTGCTGTTCAATTGAAGAGACAACCAGCTCAACCAAGAGAATCCCGTATCGTT 
TCTACTGAAGGTAACGTTCCTCAAACTTTGGCCCCAGTTCCATACGAAACTTTCATCTAA 

YBR191W, 160 aa (SEQ ID NO 62) 
MGKSHGYRSRTRYMFQRDFRKHGAVHLSTYLKVY 

SSVGVIINKMVGNRYLEKRLNLRVEHIKHSKCRQEFLERVKANAAKRAEAKAQGVAVQLKRQPAQPRES 
RI VSTEGNVPQTLAP VP YETF I 

YCL035C, 833 bp, CDS: 501-833 {SEQ ID NO 65) 

CCGAAAGAAACCCCATGTTCTTGTTTTGCCTGCCTCCAATGCTTTATCACTCTCTCACACTGTCACAAT 
CGTGTTGTCTTCATCCTTAGAAAGGATACCACATTGATAAACAACATATATAAAGTTTAACTATTACCT 
TGATC ACTTTAC AC GTC AAGGTC AAAAC AGTTTCATAGTTATCACC TTG AAGTATGGCTC C ATC ATCTA 
TAAAACATGAACTTCATGCACAAGTGAGCTGTCTACAGATAACGAGCAGCCGCAACGGCGTTTCCAGAT 
TGCGATGCTTGTTTTCTTTATCTACTACTGCCTTACTACCCCCCTTGCGCCTCCTGATTCACGTGATGT 
GGGAATTTTGTCTTGAAAGGAGTAAATATATAAAATAAATGAAAAGTTTATATAATATAAAAAGGGACT 
TTAGCATAAAATAAAGAACTTCGTGCAGTACTTATACGAGCATTCGCATAATTATACAAATAGACAAAA 
CCTCAGAAGGAAAAAAAATGGTATCTCAAGAAACTATCAAGCACGTCAAGGACCTTATTGCAGAAAACG 
AGATCTTCGTCGCATCCAAAACGTACTGTCCATACTGCCATGCAGCCCTAAACACGCTTTTTGAAAAGT 
TAAAGGTTCCCAGGTCCAAAGTTCTGGTTTTGCAATTGAATGACATGAAGGAAGGCGCAGACATTCAGG 
CTGCGTTATATGAGATTAATGGCCAAAGAACCGTGCCAAACATCTATATTAATGGTAAACATATTGGAG 
GCAACGACGACTTGCAGGAATTGAGGGAGACTGGTGAATTGGAGGAATTGTTAGAACCTATTCTTGCAA 
ATTAA 

YCL035C, 110 aa (SEQ ID NO 66) 

MVSQETI KHVKDL I AENE I FVASKTYCPYCH AALNTLFEKLKVPRS KVL VLQLNDMKEG ADIQ AALYEI 
NGQRTVPNIYINGKHIGGNDDLQELRETGELEELLEPILAN 

YDL004w, 983 bp, CDS: 501-983 (SEQ ID NO 81) 

ATAAACATAAGATATAATAGTTTTTAAAATGGTCAACGTATGCGATGCACAACTAAAAGGTACCAATTC 
ATTAAATATTATAATATTTACTTCTTACTATTACACGAAAGACAAGTGTGAAATGCCTAGGAGATTGAT 
GATTGACAAGCTCTGGCCTTGCAATAAAAATACTTATACACAACTTCAAATAATATAGAAAAGAAAGAA 
GACTATAAGCTAAAAATGTAGACAACCTCATTTAAATATTATTCTTAGGACTTGGTAATAATAGCTAAT 
TTGTATATTATTCACCTCGGTCACCGCCTGTAATCACCTTTAACGAAAATAGATGCCCAGCCAATCAAA 
GCGCATTATGGAGTCGTCTAGGAAGGGGCCGTCCCATCATTGTAAAAGTTCATGTTAAATTAGATGGAG 
GATAACAATAAAGGTATCGTACACACACTGCTAAAAGAGCCTCAATCAATTTGTGAAGGTATAACTGTA 
GCCGTGAGGATAGGAAAATGTTACGTTCAATTATTGGAAAGAGTGCATCAAGATCATTGAATTTCGTCG 
CTAAGCGTTCATATGCAGAAGCTGCTGCCGCATCATCAGGTTTGAAGTTACAATTTGCTCTACCACACG 
AAACTTTATATAGTGGCTCCGAAGTTACTCAAGTGAACCTGCCTGCTAAGTCAGGACGTATTGGTGTAT 
TGGCCAACCATGTTCCCACCGTTGAACAATTACTACCAGGTGTCGTTGAAGTTATGGAAGGCTCTAACT 
CTAAAAAATTCTTTATATCAGGTGGATTTGCAACAGTTCAACCAGACTCGCAGTTATGTGTAACTGCAA 
TTGAAGCTTTTCCATTGGAATCCTTTTCACAAGAAAATATAAAAAATTTGTTGGCAGAAGCTAAGAAGA 
ACGTTAGTTCATCTGATGCCAGGGAAGCCGCAGAAGCTGCAATTC7VAGTAGAAGTTTTAGAAAACCTAC 
AATCCGTATTGAAATAG 

YDL004W, 160 aa (SEQ ID NO 82) 

MLRSIIGKSASRSLNFVAKRSYAEAAAASSGLKLQFALPHETLYSGSEVTQVNLPAKSGRIGVLANHVP 
TVEQLLPGVVEVMEGSNSKKFFISGGFATVQPDSQLCVTAIEAFPLESFSQENIKNLLAEAKKNVSSSD 
AREAAEAAIQVEVLENLQSVLK 
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YDL075W, 1263 bp, exonl : 501-557, intronl : 558-978, exon2 : 979-1263 
(SEQ ID NO 85) 

ACTATATTTTGTTTTCCCGAACCTCTCCCCTTCTGGGCCCTTTTTCCATTATTCACAATATTTTCATAC 
CTTTACCTCCGTACACCAATCTTTATTTTTACCCCCATACCTTTGTATTCTGAAATTGAGAAATGATTT 
GTGGTGCTTTTTTTTTTGGACAATCTG 

CGGAAGGAAGTGGGAGAGCCCAGAAAGGCTTTCTCTCGATGGTGGATCATTCTTGCGCAGGCGGAGGAT 
GGGAAAGCTCCGTTCAGK5TTTGCGGCTTTTCTTTCTGGCATTTTCGTTCTCCCAACTGCGCAGGCAGAC 
ATAGCTTGACTTTACTCATGCTCGCATTAGGCGGGTTGAATCTCATAGCTTGAAAGATAGTATTGAATT 
ATATTGAAGATTTTATAACTAGTGATAATTTCATTCAAGTTTTAAAGAAAGAATTAATAAGCAAACAGA 
ACTCAATCAAAGGAAAAATGGCCGGTTTGAAAGACGTTGTCACTCGTGAATACACCATTAACTTGCACA 
AAAGAGTATGTGAAAGAATAAAAATATAATGCCCAAGGGCTTGTCATCTGAATGGTTAATTAAGAAGAT 
ATTTCTATAGTCAAGGAATACAATATCAAGAATTTGTACCACAGAAACCTATCAACAAAGATCATTGAT 
CAAGATATATTTTATAATACGGAATTTGAAGACCATAATCAATATTATAACATCCAAGAGGGGAAAGAT 
ACACTTCGK5CTGGACTTAAAGAGCGATGAAGACAGAAATAGTTATCTTAAATAGTGGAATCCTAGATTT 
TAAGTCGACAATTATCCATATCCCAAGTTTGACTAAATATGAATCAGAACAAATTGGGTCTCCAATATA 
CAAAACCATTCATCAAGATTACACTAATATTAAAATGAACAATCGTTACTAACAAAAAATTTACCATTT 
TATTTTTAATAGTTGCACGGTGTCTCCTTCAAGAAGAGAGCTCCAAGAGCTGTCAAGGAAATTAAGAAG 
TTCGCCAAGTTACACATGGGTACTGATGATGTCCGTCTAGCTCCAGAATTGAACCAAGCTATCTGGAAG 
AGAGGTGTCAAGGGTGTTGAATACAGATTAAGATTGAGAATTTCCAGAAAGAGAAACGAAGAAGAAGAC 
GCCAAGAACCCATTGTTCTCCTACGTTGAACCTGTCTTAGTTGCTTCTGCCAAGGGTCTACAAACTGTT 
GTTGTCGAAGAAGATGCTTAA 

YDL075W, 113 aa (SEQ ID NO 86) 

MAGLKDVVTREYTINLHKRLHGVSFKKRAPRAVKEIK^ 

RLRLRISRKRNEEEDAKNPLFSYVEPVLVASAKGLQTWVEEDA 

YDR064W, 1495 bp, exonl: 501-521, intronl: 522-1060, exon2 : 1061-1495 
{SEQ ID NO 89) 

TGACGGTCGTTTCACAGGAATGGAAGATGCTTTATGCCGGCGCATTAGAAATGATCAGAGAGGAGTGCG 
GTACTTTTAAATTGATAGAGGTTTCTTCAGGTTTGGAGGATGACTCAGACGTTGAAGAATTGAGGGAGC 
AATTAGAAAATTGTTAGTATAGTCTATCTTAAACACTAAACTACCTCCTATAATCATGTAGTGTACTTT 
AAACATTTTTTTATCTTCATAGCAATAATATAAGCCTTTTACCACCCATAAACCATAAAGTAGACCCAA 
ACATTTTTAAAAAAATTTTACGTTATAATTTTTTCTTTGTCGTTTTTTCTGAGCGCGCAAAGTAGCGGT 
GAAATTTTGATACGAATGAGATTTCCACTTCTGTACAGATGGAAATTTATGTTGGCCGACATATATCAC 
AGTCGTGATTGAATTAACAATTTCTTTCTCATTAATATTTATTCTAAACGGTTAACCACTAAATCAATC 
AACAACAATCAGTCAAAATGGGTCGTATGCACAGTGCCGTATGTTTATTAACACCATAGCGAGATATTA 
ATGCAAAAGTTGCATTGAATAGTTCGCTAAATCAGATGACACTCTAATGTGGAATTCAAAAGTGGATTT 
CTAATATAATTTGTCTCTGTCGGATCACAATTCTATTACAAGTTCCGGTGTGTACACAGGTATAGTTTA 
TACTGGAGAGTAGTTTCTACTCGCTGTACATTAGCTGGGTGATTCCAATTTCTTTTACAAATATGTTGC 
ATTAGTTTAACAGGTTATACTATCTGCCGTTTCTCAGTATAATTTACGCCGGAAAATTACTGATGGCTA 
GCCGCCTTTATGAATTAGTTTTCACAAAGCTCATAACATAACACGTTAACCTATCGGAGGAGAACCAAG 
ATTGAAGAATCACCCGGAATAGTTATACTTTAATGGAATTGTATGGTCTGAACGAGGAAATATGTCATG 
ATACACTTTTCTTCAAGCCATATGAATCTTCATGTTACTAACATTCGATAAATTTTTTGGAATATCCAA 
TTCCACTAAATATTACTTTAAACAGGGTAAAGGTATTTCTTCTTCTGCTATTCCATACTCTAGAAATGC 
TCCAGCTTGGTTCAAGTTGTCCTCTGAATCTGTCATTGAACAAATTGTCAAGTACGCGAGAAAGGGTTT 
GACTCCATCTCAAATTGGTGTCTTGTTGAGAGATGCTCACGGTGTTACCCAAGCTCGTGTTATCACTGG 
TAACAAGATCATGAGAATCTTGAAGTCCAATGGTTTGGCTCCAGAAATCCCAGAAGATTTGTACTACTT 
GATTAAGAAGGCTGTCTCTGTTAGAAAGCACTTGGAAAGAAACAGAAAGGACAAAGACGCTAAGTTCAG 
ATTGATTTTGATCGAATCTAGAATTCACAGATTGGCCAGATACTACAGAACTGTTGCTGTCTTACCACC 
AAACTGGAAGTACGAATCCGCCACTGCCTCCGCTTTGGTCAACTAG 

YDR064W, 151 aa (SEQ ID NO 90) 

MG RMH S AGKG I S S S A I P Y S RN A P AWF KLS SESVIEQI VK Y ARKGLT P SQ I G VL L RD AHG VTQ ARVI TGN 
KIMRILKSNGLAPEI PEDLYYLI KKAVSVRKHLERNRKDKDAKFRLI LI ESRI HRLARYYRTVAVLPPN 
WKYESATASALVN 
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YDR099W, 1322 bp, CDS: 501-1322 (SEQ ID NO 93) 

TTGTTACGACCAATCCGTAATTCAAGCGTGGGTATTCATATGACCAGAGATAATAATACAGCGAATACT 

ATTGAAATCGTCCCTTTTTTGTTTAGGAAGAACGGACAAATCGGTCGTCTGCTCGAAATGATTAGTAGT 

GTGTCACCCGGATCAGCAAAATGACACACACGAAATACGAGGAAAAAGTCGGTCGAAAGGGGCAAATGT 

TATTATAAGTCCCTCCAGTAGTCTTTTTTTTTTCAAATATTCATCATCAAAGGTTACGAAATCTTTTGA 

GCTATCTTAAACATTCGTTCTTTTTATCAAATTTCAATTACTAACTTATTTTTTCAAAAAAAATTGCCT 

CTCCCGGTTTTTAATCATTATTTTTTTCGATTGATTAAGGGGGAAAAGCAAAGAACGAGAAAACTTG 

CAGAAGGTTAATACTCTGACAATTTCAAAACGAAGTAAAAAGAAAAATTATCAAATCAACAAAAAGTAC 

CCGTTACAACAAAAAAAATGTCCCAAACTCGTGAAGATTCTGTTTACCTAGCTAAATTAGCTGAACAAG 

CCGAACGTTATGAAGAAATGGTCGAAAACATGAAGGCCGTTGCTTCATCAGGTCAAGAGTTATCTGTCG 

AAGAACGGAATCTATTGTCGGTTGCTTACAAGAACGTCATCGGTGCTCGCCGTGCTTCATGGAGAATAG 

TTTCTTCGATCGAACAAAAAGAAGAATCAAAGGAGAAATCTGAACATCAAGTTGAATTAATCCGTTCTT 

ACCGTTCTAAAATTGAAACTGAATTGACCAAAATCTCTGACGACATTTTATCTGTGTTAGATTCTCATT 

TAATCCCTTCTGCTACTACTGGTGAGTCTAAAGTATTTTACTATAAGATGAAGGGTGACTACCACCGTT 

ATTTAGCTGAATTTTCCAGCGGAGATGCAAGAGAAAAGGCAACCAACTCCTCTTTGGAGGCTTATAAAA 

CCGCTTCCGAAATCGCCACAACTGAATTGCCTCCAACTCACCCAATTCGTTTAGGTCTAGCTTTGAATT 

TCTCCGTCTTCTATTACGAAATTCAAAACTCTCCTGATAAGGCTTGCCACTTGGCCAAACAAGCCTTTG 

ATGATGCTATTGCTGAGTTAGATACTTTATCTGAAGAATCATACAAGGATAGCACTTTGATCATGCAAT 

TATTAAGGGACAACTTGACCTTATGGACCTCTGATATTTCTGAATCTGGTCAAGAAGATCAACAACAAC 

AACAACAACAGCAACAGCAACAGCAACAACAGCAACAACAAGCTCCAGCTGAACAAACTCAAGGTGAAC 

CAACCAAATAA 

YDR099W, 273 aa (SEQ ID NO 94) 

MSQTREDSWLAKLAEQAERYEEMVENMKAVASSGQELSVEERNLLSVAYKNVI 

KEESKEKSEHQVELIRSYRSKIETELTKISDDILSVLDSHLIPSATTGESKVFYYKMKGDYHRYLAEFS 
SGDAREKATNSSLEAYKTASEIATTELPPTHPIRLGLALNFSVFYYEIQNSPDKACHLAKQAFDDAIAE 
LDTLSEESYKDSTLIMQLLRDNLTLWTSDISESGQEDQQQQQQQQQQQQQQQQQAPAEQTQGEPTK 

YDR134C, 701 bp, CDS: 501-701 {SEQ ID NO 97) 

GGAGTTTTCCTATTTCGAATTGATGGCTGGGTTTGAGCTGCAGGACACGCTGCAGTGGGGAAGCCCTTT 
TAAATCCGCGAGTCCGGTC CGTGCTC ACTTTTAGACGCGTGTTC CATC GGCGTTCGGATGGTTTCC AGT 
GAGAAAAGGGGCTACGCGTATGGTCGGTAGTCCCTTTCAGGGACCAGTGCAGAGGGTGAATCAACGGCC 
CCTTC AC AGAAACC GCGC AGGAATTTTTCTGGTGTTTGTT ATTTTTTTTTCC TTGTACTTATCTC ACTT 
TTCTTTTTCTAACTATTTTTTTTGCAATTTTTTTGTGTACACTTTCCACAACATATAGGATGGTTTAGT 
CATCTCTCGAAGTATATAAACCGTTGCTGGATCGTGGTTGTTCTTCATCGACTTCTCTCTGCTAGACTC 
TCTTTTTTAAAATTTTTTCATAGAATAAAAAACCAAGGATAACAAACATCTTCTTTCGTTCGCTTCAAA 
ATAACTACAAATTAAAAATGCAATTCTCTACCGTCGCTTCTATCGCTGCTATTGCCGCTGTTGCCTCCG 
CCGCTTCTAACATTACCACTGCTACTGTCACAGAAGAATCTACCACTTTGGTCACTATCACTTCTTGTG 
AGGACCACGTTTGTTCTGAAACAGTTTCCCCAGCTTTGGTTTCCACTGCTACCGTCACCGTAAATGACG 
TTATCACTTAA 

YDR134C, 66 aa (SEQ ID NO 98) 

MQFSWASIAAIAAVASAASNITTATVTEESTTLVTITSCEDHVCSETVSPALVSTATVTVNDVIT 
YDR171W, 1628bp, CDS: 501-1628 (SEQ ID NO 103) 

CTGGGGTTGGGTAACAAGTGAGCAAGGGAAAAAGTGAACATTTTAAGAAGAACAATAAAATAGCAAGAG 
ATGGAATGGTAATGCTTGGCTCTCGAGAAGAGTAGCATAAAACGAGACTTGTTTAAAACAGGATATGAC 
ATACTTCAATTCAGCTTTCCCTATCAGCCGCTCGAGCAGTTATATAGGTGTGTTGCCGGAGTAATTTGG 
CGGAGGCCAACAGTGGCTAGGCGGCAACGCCTGGAACACGCGCTTAAAAGTTCTGGAAGGTTCGCGAAT 
TGAGAACTGCTCAGGGGCGAATACAGGGGCGGCCTTGGCGGCAGGGGGGAGGCCTCTGTGAAGTTAGTT 
ATATAAGACTTGCTGTCATCGTTTTTTTGATCCCGGCAGGAACTATCTTTTATTCTCATACATACGGTC 
AAGAAGTATAATTATACATAACATAGGGACACGTTCAGGCAATTGTCCATATCCCACACAAATTAAGAT 
CATACCAAGCCGAAGCAATGAGTTTTTATCAACCATCCCTATCTCTTTATGACGTTTTGAACGCATTAT 
CCAACCAAACTGGCCAGAGAGGGCAGCAAGGATATCCTCGCCAACCACAAAGGCCACAGAGATACCATC 
CCCATTATGGACAAGTGCACGTTGGCGGGCATCATCCTCGTCATCATCCATTGTATAGCAGATACAATG 
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GTGTTCCTAATACCTATTACTACCAGTTCCCTGGACAAGCCTATTACTATAGTCCTGAATACGGTTATG 
ATGACGAGGATGGTGAAGAAGAGGACCAAGACGAAGATATGGTGGGTGACAGCGGCACTACAAGACAGG 
AAGATGGTGGCGAGGACAGCAACTCGAGAAGATATCCATCATATTACCATTGTAATACTGCCAGGAATA 
ATAGGACCAACCAACAGGCAAACAGTTTAAACGACTTATTAACCGCGTTAATAGGTGTTCCACCATATG 
AAGGCACTGAACCAGAAATTGAAGCAAATACCGAACAGGAGGGCGAAAAGGGAGAAGAAAAGGATAAGA 
AGGATAAGTCTGAAGCACCCAAAGAGGAAGCTGGCGAAACCAACAAAGAAAAACCTTTGAATCAGCTGG 
AGGAATCGTCGAGACCACCATTAGCCAAAAAATCTTCATCGTTCGCTCACCTACAAGCGCCTTCCCCAA 
TACCTGACCCGTTACAAGTATCCAAGCCTGAAACGAGAATGGACTTACCATTTTCACCAGAAGTGAATG 
TCTATGATACCGAGGACACTTACGTAGTTGTTCTTGCGTTACCAGGTGCTAACTCTAGGGCTTTCCACA 
TTGATTACCATCCATCTTCTCATGAGATGCTCATCAAGGGTAAGATCGAAGACAGAGTGGGCATTGATG 
AAAAATTCTTGAAGATCACGGAACTAAAATATGGTGCGTTTGAGAGAACCGTTAAATTCCCCGTGCTGC 
CACGCATTAAGGACGAAGAAATTAAAGCTACTTACAACAACGGTCTACTACAAATTAAGGTGCCTAAAA 
TTGTCAATGACACTGAAAAGCCGAAGCCAAAAAAGAGGATCGCCATTGAGGAAATACCCGACGAAGAAT 
TGGAGTTTGAAGAAAATCCCAACCCTACGGTAGAAAATTGA 

YDR171W, 375 aa (SEQ ID NO 104) 

MSFYQPSLSLYDVLNALSNQTGQRGQQGYPRQPQRPQRYHPHYGQVHVGGHHPRHHPLYSRYNGVPNTY 
YYQFPGQAYYYSPEYGYDDEDGEEEDQDEDMVGDSGTTRQEDGGEDSNSRRYPSYYHCNTARNNRTNQQ 
ANSLNDLLTALIGVPPYEGTEPEIEANTEQEGEKGEEKDKKDKSEAPKEEAGETNKEKPLNQLEESSRP 
PLAKKSSSFAHLQAPSPIPDPLQVSKPETRMDLPFSPEVNVYDTEDTYVWLALPGANSRAFHIDYHPS 
SHEMLIKGKIEDRVGIDEKFLKITELKYGAFERTVKFPVLPRIKDEEIKATYNNGLLQIKVPKIVNDTE 
KPKPKKRIAIEEIPDEELEFEENPNPTVEN 

YDR399W, 1166 bp, CDS: 501-1166 (SEQ ID NO 129) 

TCGTTTATCCTTTTTGAACTGCATCTGGCATCGTTAACAGTAAGGCCATCTGGAACATCAAGCAAGCAC 

TCCACTTTTACGTCACAACCATAGTTGGTTAACTAAGAAAAGACAGTACATATTTCCCTTCCGAGTCAC 

TTATTTTTTTTTTCTTCTGAAAAAATTAATTAGATTAATTTCAATTAATATCATTTCCGCTTATCTGA^ 

TTCTTTCATTTTTTTTCTCTATATTTCGCGTTTACTAGGAAAGAAAAGGAAAAAAAATTTTTCCCC 

CATCTGTCCCAAATCGGGTAGCGATGAGCTGCTATAGAATTTTCTATTTAAACATGTTTGATAAGCCCA 

ATTTCCGTTAGATTTTGTTCCCCCTTCGCAGTTTGGTTTGCCGTAACTTTTTTATTTTAGTCTCCATCT 

AGCTGGAGTAATACGATGTAGTGCCTTGTAATCTTTCTTATTTTTATATTACCGTTCGTGTTCATTATA 

TCCATTACGTTCCCATAATGTCGGCAAACGATAAGCAATACATCTCGTACAACAACGTACATCAACTAT 

GTCAAGTATCCGCTGAGAGAATTAAGAATTTCAAGCCGGACTTAATCATTGCCATTGGTGGTGGTGGTT 

TCATTCCTGCTAGGATCCTACGTACGTTCCTAAAGGAGCCCGGCGTGCCAACCATCAGAATTTTTGCTA 

TTATTTTGTCTTTGTACGAAGATTTGAACAGTGTAGGCTCAGAAGTTGAGGAAGTTGGTGTTAAGGTTA 

GCAGAACACAATGGATTGATTACGAGCAATGTAAATTAGATCTAGTCGGCAAGAACGTTCTTATCGTTG 

ACGAAGTCGATGACACCCGTACCACACTTCATTACGCTTTGAGTGAATTGGAAAAGGATGCAGCTGAAC 

AGGCAAAGGCTAAAGGTATCGATACTGAAAAGTCTCCAGAGATGAAAACAAACTTCGGGATTTTTGTTC 

TACACGATAAGCAAAAACCAAAGAAAGCAGATTTGCCTGCCGAAATGTTGAATGACAAGAACCGTTATT 

TTGCAGCTAAAACTGTTCCAGACAAGTGGTATGCATATCCATGGGAATCTACTGACATTGTTTTCCATA 

CTAGAATGGCTATTGAACAGGGCAATGACATCTTTATTCCTGAGCAGGAACACAAGCAATGA 

YDR399W, 221 aa (SEQ ID NO 130) 

MSANDKQYISYNNVHQLCQVSAERIKNFKPDLIIAIGGGGFIPARILRTFLKEPGVPTIRIFAIILSLY 

EDLNSVGSEVEEVGVKVSRTQWIDYEQCKLDLVGKNVLIVDEVDDTRTTLHYALSELEKDAAEQAKAKG 

IDTEKSPEMKTNFGIFVLHDKQKPKKADLPAEMLNDKNRYFAAKTVPDKWYAYPWESTDIWHTRMAIE 
QGNDI F I PEQEHKQ 

YDR418W, 998 bp, CDS: 501-998 (SEQ ID NO 131) 

TGCACTGTGGATGTTTGGGTTGTGTATTTTGCTTTCATAACATACAGATATTTTGTTTAAGGAAGTGAA 
ATAAACAATATCATAAAACAGGTACTTCATAGACCATAAAGCATAACCCAGATTATCCTCTTAGATAGC 
AATGCTAATGTAAACAGAGATCCGTTTGCGTGACTTTATACTAATATGATATGTCTACTTCGCTTTGTG 
TTCGAGCAGCCTGGCAGTCCCCTCTAGCCGCTTTTTTCCCTTTCCGAAGGTTTCCGCCTAAGCCCCCTG 
GCTCTAGGCCGAGAAAATGTTAATGCTCCTTCTACGAGAAAATGCTTGTCGCCACACCAGGACAGGTGC 
TCGACGACGCTTCCGCTAATCTTTCTCAATGTTGTATCTTCTTTGGCGGTACATTACTAGTATGAAAAT 
GGAATAAAAACAGTACCTAAATTATTTACTTACTTCCCGTTAAAGCAACCCCAAGTGCCCAATAGAAGG 
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ATAAATC AATAGTC AATATGCCTCC AAAGTTTGATC CAAATGAAGTTAAGTACTTGTACTTGAG AGC TG 
TCGGTGGTGAAGTCGGTGCTTCCGCCGCCTTGGCTCCAAAGATCGGTCCATTGGGTTTATCCCCAAAGA 
AGGTTGGTGAAGATATCGCCAAGGCCACCAAGGAATTCAAAGGTATCAAAGTTACTGTCCAATTGAAAA 
TCCAAAACAGACAAGCTGCTGCTTCTGTTGTTCCATCTGCTTCCTCTTTGGTCATTACTGCTTTGAAGG 
AACCACCAAGAGACAGAAAGAAGGATAAGAACGTCAAGCATAGCGGTAACATCCAATTGGATGAAATTA 
TTGAAATTGCC AGACAAATG AGAGACAAATCCTTCGGTAGAACTTTGGC TTCCGTTAC TAAGG AAATTT 
TGGGTACTGCTCAATCTGTCGGTTGTCGTGTTGATTTCAAGAACCCTCATGACATCATTGAAGGTATTA 
ACGCTGGTGAAATTGAAATTCCAGAAAACTAA 

YDR418W, 165 aa (SEQ ID NO 132) 
MPPKFDPNEVKYLYLRAVGGEVGASAALAPKIGPI^ 

AASWPSASSLVITALKEPPRDRKKDKNVKHSGNIQLDEIIEIARQMRDKSFGRTLASVTKEILGTAQS 
VGCRVDFKNPHDI I EGINAGEIEI PEN 

YDR513W, 932 bp, CDS: 501-932 (SEQ ID NO 133) 

TCTCCCTCTCCTGCCATATAACCCCACTGGTATTTTCCAATGCCTTATTGTTGGAAACCTGATCTTTAT 
ACCATTCCTGCACTTTCACAGGGTCATTGCCGTGGATAATACAAAACTTGAATTTGGACACCTGCTTGT 
CACATGATGTAAAATCTCCATATCTGTAATAGCTTCTAAATTGCCCTCCAATCGAATAGCAACTCGTCA 
GTTGATCAAATGCCTCTCGGCAACTCATCGTTGTCGGATATTTTGTACTCATCCTTTCCTGTTTCTTCC 
TCAAGCTGCTCTCTTTTACCCTAATAGAACCATCGCCTCCCTCTTGATTTATGCTAATACCACATCCAA 
TAGCAGAACTATTACTAAGATCCGATATTTCGGCCCCCTTCGCAAAGGGGCCCGCCGCACTTTCTTCAT 
GAATTTTCATATAAAAAGTCCCAGGACGCCAAGAAAAGGTGCCCTCTTGATTAACGGACACTCCAACTA 
CTGTTATATATTGTTTCATGGAGACCAATTTTTCCTTCGACTCGAATTTAATTGTTATTATCATTATCA 
CGTTGTTTGCCACAAGAATTATTGCTAAAAGATTTTTATCTACTCCAAAAATGGTATCCCAGGAAACAG 
TTGCTCACGTAAAGGATCTGATTGGCCAAAAGGAAGTGTTTGTTGCAGCAAAGACATACTGCCCTTACT 
GTAAAGCTACTTTGTCTACCCTCTTCCAAGAATTGAACGTTCCCAAATCCAAGGCCCTTGTGTTGGAAT 
TAGATGAAATGAGCAATGGCTCAGAGATTCAAGACGCTTTAGAAGAAATCTCGGGCCAAAAAACTGTAC 
CTAACGTATACATCAATGGCAAGCACATTGGTGGTAACAGCGATTTGGAAACTTTGAAGAAAAATGGCA 
AGTTAGCTGAAATATTGAAGCCGGTATTTCAATAG 

YDR513W, 143 aa (SEQ ID NO 134) 

METNF SFDSNLI VI 1 1 ITLFATRI IAKRFLSTPKMVSQETVAHVKDL IGQKEVFVAAKTYC P YCKATLS 

TLFQELNVPKSKALVLELDEMSNGSEIQDALEEISGQKTVPNWINGKHIGGNSDLETLKXNGKLAEIL 
KPVFQ 

YEL009C, 1346 bp, CDS: 501-1346 (SEQ ID NO 139) 

AGTTTCACTAGCGAATTATACAACTCACCAGCCACACAGCTCACTCATCTACTTCGCAATCAAAACAAA 
ATATTTTATTTTAGTTCAGTTTATTAAGTTATTATCAGTATCGTATTAAAAAATTAAAGATCATTGAAA 
AATGGCTTGCTAAACCGATTATATTTTGTTTTTAAAGTAGATTATTATTAGAAAATTATTAAGAGAATT 
ATGTGTTAAATTTATTGAAAGAGAAAATTTATTTTCCCTTATTAATTAAAGTCCTTTACTTTTTTTGAA 
AACTGTCAGTTTTTTGAAGAGTTATTTGTTTTGTTACCAATTGCTATCATGTACCCGTAGAATTTTATT 
CAAGATGTTTCCGTAACGGTTACCTTTCTGTCAAATTATCCAGGTTTACTCGCCAATAAAAATTTCCCT 
ATACTATCATTAATTAAATCATTATTATTACTAAAGTTTTGTTTACCAATTTGTCTGCTCAAGAAAATA 
AATTAAATACAAATAAAATGTCCGAATATCAGCCAAGTTTATTTGCTTTAAATCCAATGGGTTTCTCAC 
CATTGGATGGTTCTAAATCAACCAACGAAAATGTATCTGCTTCCACTTCTACTGCCAAACCAATGGTTG 
GCCAATTGATTTTTGATAAATTCATCAAGACTGAAGAGGATCCAATTATCAAACAGGATACCCCTTCGA 
ACCTTGATTTTGATTTTGCTCTTCCACAAACGGCAACTGCACCTGATGCCAAGACCGTTTTGCCAATTC 
CGGAGCTAGATGACGCTGTAGTGGAATCTTTCTTTTCGTCAAGCACTGATTCAACTCCAATGTTTGAGT 
ATGAAAACCTAGAAGACAACTCTAAAGAATGGACATCCTTGTTTGACAATGACATTCCAGTTACCACTG 
ACGATGTTTCATTGGCTGATAAGGCAATTGAATCCACTGAAGAAGTTTCTCTGGTACCATCCAATCTGG 
AAGTCTCGACAACTTCATTCTTACCCACTCCTGTTCTAGAAGATGCTAAACTGACTCAAACAAGAAAGG 
TTAAGAAACCAAATTCAGTCGTTAAGAAGTCACATCATGTTGGAAAGGATGACGAATCGAGACTGGATC 
ATCTAGGTGTTGTTGCTTACAACCGCAAACAGCGTTCGATTCCACTTTCTCCAATTGTGCCCGAATCCA 
GTGATCCTGCTGCTCTAAAACGTGCTAGAAACACTGAAGCCGCCAGGCGTTCTCGTGCGAGAAAGTTGC 

AAAGAATGAAACAACTTGAAGACAAGGTTGAAGAATTGCTTTCGAAAAATTATCACTTGGAAAATGAGG 
TTGCCAGATTAAAGAAATTAGTTGGCGAACGCTGA 
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YEL009C, 281 aa (SEQ ID NO 140) 

MSEYQPSLFALNPMGFSPLDGSKSTNENVSASTSTAKPMVGQLIFDKFIKTEEDPIIKQDTPSNLDFDF 

ALPQTATAPDAKTVLPIPELDDAWESFFSSSTDSTPMFEYENLEDNSKEWTSLFDNDIPVTTDDVSLA 

DKAIESTEEVSLVPSNLEVSTTSFLPTPVLEDAKLTQTRKVKKPNSVVKKSHHVGKDDE 

YNRKQRSIPLSPIVPESSDPAALKRARNTEAARRSRAR^^ 

LVGER 

YGL123W, 1264 bp, CDS: 501-1265 {SEQ ID NO 163) 

TGGCTTATTCACTAAGGATTCTTAAGGTTTTCTTAATAGTTTTCTACGTCGGCATGCGATTGTTTGGTT 
T AG AAGACTGCTTTCTAAATATGGTTGGGTGTATTTAAGCTAGAC CC ATAC ACC CGCTCTATGGGATTA 
TTTACTTGTTTGAATTTTAAGATTTGTGATAATGGAACTGGACGCAAACATTTGATGGAAAACGCATGT 
CATCATTAACGAGGTAACGTAGGTATCTGTCCTGCCTTAGTATTGCACGCAGCTTCCCAGGACGCCTAG 
CTATTTTTTCATCTATTCCCCTCTGTAGTAACGTAAGAGTTTTCAAGTTTTTAATTCAGACTTTCTCTT 
CCTTTGTTTCCAATTTCCTTCCTTACTGCTTGATACCTTTTCAATCCCAAAGAAACCGTGTTCTTTATA 
TATTGTCGATTGAAAGTTACCTACATCAACTTTCCGTGTTCCATTCCGACTATAACAAACAACCAATAA 
GCTCAACTAATTAAGTAATGTCTGCTCCAGAAGCTCAACAACAAAAGAGAGGTGGTTTCGGTGGCCGTA 
ACAGAGGCCGTCCAAACAGAAGAGGACCAAGAAACACTGAAGAAAAGGGATGGGTTCCAGTTACCAAAC 
TAGGTAGATTAGTCAAGGCTGGTAAGATTACCACCATTGAAGAAATCTTCTTGCACTCTTTGCCAGTCA 
AGGAATTCCAAATCATTGACACTTTGTTGCCAGGTTTGCAAGACGAAGTCATGAACATCAAGCCAGTTC 
AAAAGCAAACCAGAGCCGGTCAAAGAACCAGATTTAAGGCTGTTGTCGTTGTTGGTGACTCTAACGGTC 
ACGTTGGTTTGGGTATCAAGACCGCCAAGGAAGTTGCTGGTGCCATCAGAGCTGGTATCATTATTGCCA 
AGTTGTCCGTTATCCCAATCAGAAGAGGTTACTGGGGTACCAACTTGGGTCAACCACATTCTTTGGCCA 
CCAAGACCACTGGTAAGTGTGGTTCCGTCACTGTTAGATTGATCCCAGCCCCAAGAGGTTCTGGTATCG 
TCGCTTCTCCAGCTGTCAAAAAGTTGTTGCAATTGGCTGGTGTTGAAGATGTCTACACCCAATCTAACG 
GTAAGACTAGAACTTTGGAAAACACCTTGAAGGCTGCTTTCGTTGCTATTGGTAACACATACGGTTTCT 
TGACTCC AAACTTGTGGGCC G AAC AACC ATTGCCAGTTTCTCCATTGGAC ATCTACTCCGATGAAGC TT 
CTGCTCAAAAGAAGAGATTCTAA 

YGL123W, 254 aa (SEQ ID NO 164) 

MSAPEAQQQKRGGFGGRNRGRPNRRGPRNTEEKGWPVTKLGRLVKAGKITTIEEIFLHSLPVKEFQII 
DTLLPGLQDEVMNIKPVQKQTRAGQRTRFKAWWGDSNGHVGLGI KTAKEVAGAIRAGI 1 1 AKLSVI P 
I RRGYWGTNLGQPHS LATKTTGKCGSVTVRL I PAPRGSG I VAS PAVKKLLQLAGVEDVYTQSNGKTRTL 
ENTLKAAFVAIGNTYGFLTPNLWAEQPLPVSPLDIYSDEASAQKKRF 

YGR209C, 815 bp, CDS: 501-815 (SEQ ID NO 187) 

AACATCCAGACTTTTACGGGTGGCAACGGAACCAACGTATTTAGAGATTGTTTTTTGGTCAAGCGAGGA 
AC CCCTGTTGGCAAAGTTGCC AGGTATATC ATGGGTGGC GAGGTC AC C ATTGC AAGCATTG AAAC CGTT 
GGCGGCGTGAGAGTCAGTGAAGAAAGTCTTGTTGAGCCCGGTAAGAATGACATACTCGGCTTCAAGATC 
GCTCCAAGATCAGCATAACTTGAGTGCCAGTGAATATTAAGTAATCATCAAAGTATATGTGTAATTGTT 
TATACTCTTAGTAAAGGATGCTCCCTACAAGGTGGCTCTTTTCTTACTAAGCGCGTTCAGTTTCCAGCC 
AGCCGAAAGAGGGATATCAGTATATAAGAAAGCCATTCGGGGGATGAAAAGCTGACAAGAGAATAACGA 
GGACCAGTTTTTATTTGTTGTCTAGCAAGAATTATACACGCACACATACACGAGAGTCTACGATATCTT 
TAAATAACACATCAATAATGGTCACTCAATTAAAATCCGCTTCTGAATACGACAGTGCTTTAGCATCTG 
GCGACAAGTTAGTCGTTGTTGACTTTTTTGCCACATGGTGTGGGCCATGTAAAATGATTGCACCAATGA 
TTGAAAAGTTTGCAGAACAATATTCTGACGCTGCTTTTTACAAGTTGGATGTTGATGAAGTCTCAGATG 
TTGCTCAAAAAGCTGAAGTTTCTTCCATGCCTACCCTAATCTTCTACAAGGGCGGTAAGGAGGTTACCA 
GAGTCGTCGGTGCCAACCCAGCTGCTATCAAGCAAGCTATTGCTTCCAACGTATAG 

YGR209C, 104 aa (SEQ ID NO 188) 

MVTQLKSASEYDSALASGDKLVVVDFFATWCGPCKMIAPMIEKFAEQYSDAAFYKLDVDEVSDVAQKAE 
VSSMPTLIFYKGGKEVTRWGANPAAIKQAIASNV 

YHR039C-B, 1007 bp, exonl : 501-503, intronl : 504-665, exon2 : 666-1007 
(SEQ ID NO 197) 

GTACATGCACCATTCGCTTCAACTGCGTCAGATAGTTGTAGTCCCTCTGGACATAAGCATTTCGTTCGT 
GCTTGTCGTCGTCCGCCTGTTTCAACGCCTCACTCGATATATACTCCTTAGGATCATGTGTTTGACCTG 
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AGCAATTGTCCCTTGTCTTGTGCTTCTTGGAACACTCCAAAGAGCAAGTTTGCACCAAACATCTTGGAC 
ACTTGTATTTGAACTCTTTTATTCCGCATACACCACACAACACCGCCATACTTGCAAATTGCCACACCC 
TTCCCTATTAACTGGACTCCTATTCCAGCTCATCTCATCGAATATGAACTTTGACATCCACTATTATTA 
CCGCGAATTTTTTTTTTTTTCAATTTGTTACCCTGCCTTGGGTATCAAAAATTTCATCTCTAAAAGGGA 
GCGTGATAGATAAAGCAATCACACCTTAAACAATACATTTTTTTTTTTCCTGCAATCTCCAAAGTGTGC 
AAGGTATACAAAGCAGAATGGTATGTGCCATTACATTACGTGTCAACACTTCTGTCTCTAACAAGCGTT 
CTTACTAACATGAAAAACTTTTTTAAAACTGTGCTCTCTTGTTGGACTGGTACCTCGTGACAAAGGTAT 
TGGTTTTTTCATTGTTGCTCAGAACTATGTAATATTCTCTTTAGTCCCAAAAAAACGGAATTGCCACCC 
TACTACAAGCTGAAAAGGAAGCCCACGAAATAGTATCAAAGGCTAGAAAGTACAGACAAGATAAGTTGA 
AGCAAGCCAAGACTGATGCAGCCAAGGAAATCGACTCATACAAAATTCAAAAAGACAAGGAATTGAAGG 
AGTTTGAACAAAAGAATGCCGGTGGTGTTGGTGAATTGGAAAAGAAAGCAGAGGCTGGTGTGCAAGGTG 
AATTAGCTGAGATTAAGAAAATTGCAGAGAAGAAAAAGGATGACGTTGTCAAAATTTTGATCGAGACTG 
TCATCAAGCCTTCTGCTGAAGTCCATATCAATGCCTTGTAA 

YHR039C-B, 114 aa (SEQ ID NO 198) 

MSQKNGIATLLQAEKEAHEIVSKARKYRQDKLKQAKTDAAKEIDSYKIQKDKELKEFEQKNAGGVGELE 
KKAEAGVQGELAEIKKIAEKKKDDWKILIETVIKPSAEVHINAL 

YHR053C, 686 bp, CDS: 501-686 (SEQ ID NO 199) 

AACTTC AACGATTTCT ATGATGC ATTTTATAATTAGTAAGC CGATCC C ATT AC CGAC ATTTGGGCGCT A 
TACGTGCATATGTTCATGTATGTATCTGTATTTAAAACACTTTTGTATTATTTTTCCTCATATATGTGT 
ATAGGTTTATACGGATGATTTAATTATTACTTCACCACCCTTTATTTCAGGCTGATATCTTAGCCTTGT 
TACTAGTTAGAAAAAGACATTTTTGCTGTCAGTCACTGTCAAGAGATTCTTTTGCTGGCATTTCTTCTA 
. GAAGCAAAAAGAGCGATGCGTCTTTTCCGCTGAACCGTTCCAGCAAAAAAGACTACCAACGCAATATGG 
ATTGTCAGAATCATATAAAAGAGAAGCAAATAACTCCTTGTCTTGTATCAATTGCATTATAATATCTTC 
TTGTTAGTGCAATATCATATAGAAGTCATCGAAATAGATATTAAGAAAAACAAACTGTACAATCAATCA 
ATCAATCATCACATAAAATGTTCAGCGAATTAATTAACTTCCAAAATGAAGGTCATGAGTGCCAATGCC 
AATGTGGTAGCTGCAAAAATAATGAACAATGCCAAAAATCATGTAGCTGCCCAACGGGGTGTAACAGCG 
ACGACAAATGCCCCTGCGGTAACAAGTCTGAAGAAACCAAGAAGTCATGCTGCTCTGGGAAATGA 

YHR053C, 61 aa (SEQ ID NO 200) 

MFSELINFQNEGHECQCQCGSCKNNEQCQKSCSCPTGCNSDDKCPCGNKSEETKKSCCSGK 
YHR055C, 686 bp, CDS: 501-686 (SEQ ID NO 201) 

AACTTC AACGATTTCTATGATGCATTTTATAATTAGTAAGCCGATCCCATTACCGACATTTGGGCGCTA 
TACGTGCATATGTTCATGTATGTATCTGTATTTAAAACACTTTTGTATTATTTTTCCTCATATATGTGT 
ATAGGTTTATACGGATGATTTAATTATTACTTCACCACCCTTTATTTCAGGCTGATATCTTAGCCTTGT 
TACTAGTTAGAAAAAGACATTTTTGCTGTCAGTCACTGTCAAGAGATTCTTTTGCTGGCATTTCTTCTA 
GAAGCAAAAAGAGCGATGCGTCTTTTCCGCTGAACCGTTCCAGCAAAAAAGACTACCAACGCAATATGG 
ATTGTCAGAATCATATAAAAGAGAAGCAAATAACTCCTTGTCTTGTATCAATTGCATTATAATATCTTC 
TTGTTAGTGCAATATCATATAGAAGTCATCGAAATAGATATTAAGAAAAACAAACTGTACAATCAATCA 
ATCAATCATCACATAAAATGTTCAGCGAATTAATTAACTTCCAAAATGAAGGTCATGAGTGCCAATGCC 
AATGTGGTAGCTGCAAAAATAATGAACAATGCCAAAAATCATGTAGCTGCCCAACGGGGTGTAACAGCG 
ACGACAAATGCCCCTGCGGTAACAAGTCTGAAGAAACCAAGAAGTCATGCTGCTCTGGGAAATGA 

YHR055C, 61 aa (SEQ ID NO 202) 

MFSELINFQNEGHECQCQCGSCKNNEQCQKSCSCPTGCNSDDKCPCGNKSEETKKSCCSGK 
YHR056C, 2999 bp, CDS: 501-2999 (SEQ ID NO 203) 

ATGTATAGTTAAAGGTAAATTAACTAGAGAACGTGGGAACAGTTCCGCACTGTGACCACCGGAACGTAC 
GTCTGGTTAGCGCAGCATTAGTCCCAGTTACATCCGATTCAAAATGCAACAGCAAGTATTAATTGGGGA 
AATCATATCATTTTGAATATAACCTTGGCGTCCTACTAAGGATGGTTATACATCCTAGCTCGTGTAGTG 
TGATATTTTGCAGGAATGATGCAAAGAGAGGAAGAACAAGAAGAGAGTTGTTGTTTTTAATGTATCTTA 
GCAATTTATGAGAGGAGCATTGTCGTTGTCTGCTGTGACTAGTGCGTAGCTTTGCCGTTTGTTTTTAAT 
CATGATGGACATGCAAGTGAGAAAAGTGAGGAAGCCGCCTGCTTGCACCCAATGCAGGAAGAGAAAGAT 
CGGGTGCGACAGGGCCAAAACCGATATGTGGGAATTGCGTCAAGTATAACAAGCCGGACTGTTTTTATC 
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CAGATGGACCTGGTAAGATGGTCGCTGTGCCCTCTGCGTCCGGGATGTCCACGCACGGCAATGGCCAAG 
GTTCCAACCATTTTAGTCAGGGAAACGGTGTAAATCAGAAAAACGTAATGATTCAAACGCAGTATCCGA 
TTATGCAAACGTCGATAGAGGCATTCAACTTCTCGTTCAACCCCTCTGTGGATACTGCGATGCAGTGGA 
CCAAGGCCGCTAGCTACCAGAATAATAACACCAATAATAATACTGCTCCTCGTCAGAATAGTAGTACCG 
TTAGTAGTAATGTTCATGGAAACACTATTGTGAGAAGCGATAGTCCAGATGTGCCCTCCATGGATCAGA 
TTAGAGAATATAACACACGATTACAACTGGTTAACGCTCAAAGTTTTGACTATACAGATAACCCATACT 
CTTTTAATGTTGGTATCAATCAAGACTCGGCCGTTTTCGATCTAATGACTTCTCCGTTTACTCAAGAGG 
AAGTATTAATCAAGGAGATAGACTTTTTAAAAAACAAATTGCT^ 

GTTTGAAAGAAAAATCGAATTTAAATGCCGACAATACCACGGCAAACAAAATTAACAAAACAGGTGAGA 
ATTCTAAGAAAGGCAAGGTTGACGGTAAAAGAGCCGGATTTGATCATCAGACTTCAAGGACTTCTCAGT 
CCTCACAAAAATACTTTACAGCGCTCACAATAACAGATGTGCAAAGTTTAGTCCAAGTGAAACCGTTGA 
AGGATACCCCCAACTACCTTTTCACTAAAAACTTCATCATTTTTAGAGATCATTATCTTTTCAAGTTCT 
ATAATATTTTGCACGATATCTGCCATATTAATCAGTTCAAAGTAAGTCCTCCTAACAATAAAAATCACC 
AACAATATATGGAAGTTTGCAAAGTTAACTTCCCACCAAAAGCAATAATTATTGAGACACTAAACTCTG 
AATCCCTTAACAATCTGAATATTGAAGAATTTTTGGCAATCTTTGACAAAACCCTCTTACTAGAATTTG 
TTCATAACTCTTTTCCAAATGGTGATACCTGTCCTTCATTCTCAACGGTCGATCTTCCTTTATCTCAAC 
TGACCAAACTAGGCGAATTAACTGTGCTTCTACTGTTGTTAAACGATTCAATGACCCTATTCAATAAGC 
AGGCTATTAATAACCATGTTTCGGCATTAATGAATAATTTGAGGTTGATTCGAAGCCAAATCACATTGA 
TAAACCTGGAATATTATGACCAAGAGACAATCAAATTTATTGCCATCACAAAATTTTATGAATCTCTGT 
ACATGCATGATGATCATAAATCAAGTTTAGACGAAGATTTGAGCTGTCTGTTAAGCTTCCAGATAAAAG 
ATTTCAAGTTATTCCATTTTTTGAAAAAAATGTATTACTCAAGACATTCGCTTCTAGGTCAGTCTTCAT 
TCATGGTACCCGCTGCTGAAAACCTATCTCCGATACCTGCCTCTATTGATACGAACGACATTCCTTTAA 
TTGC T AACGATTT AAAATTACTGGAAACGC AAGCAAAATTG ATAAAT ATTC TGC AAGGTGTTC CTTTCT 
ACTTGCCAGTAAATTTAACCAAAATTGAAAGTCTGTTAGAAACCTTGACTATGGGCGTGAGTAATACAG 
TAGACTTATATTTTCATGACAACGAAGTCAGAAAAGAATGGAAAGACACTTTAAATTTTATCT^ATACCA 
TTGTTTATACAAATTTTTTCCTTTTTGTTCAAAACGAATCCTCTTTGTCCATGGCAGTTCAACATTCTT 
CTAACAACAATAAGACCTCGAACTCTGAAAGATGTGCAAAGGATCTGATGAAAATTATTTCTAATATGC 
ACATTTTTTACTCAATAACATTTAATTTTATCTTCCCCATAAAGTCGATAAAGTCATTTTCAAGCGGCA 
ATAATCGCTTTCATTCTAATGGTAAAGAATTTTTATTCGCAAATCATTTTATTGAAATCTTACAGAATT 
TTATAGCAATCACATTTGCTATTTTCCAACGTTGTGAAGTAATATTATATGACGAATTTTACAAAAATC 
TTTCAAATGAGGAGATTAATGTTCAATTGCTATTGATTCATGACAAGATTTTGGAAATTTTAAAAAAAA 
TAGAAATTATCGTATCCTTTTTACGAGATGAAATGAATAGCAACGGAAGTTTCAAATCTATTAAAGGTT 
T C AAC AAGGTTTTGAATC TGATTAAATATATGCTGAGATTTAGC AAGAAAAAAC AAAATTTTGCGAGAA 
ACTCTGATAACAATAATGTTACAGATTATAGTCAGTCGGCGAAGAACAAAAATGTTCTCTTGAAATTCC 
CCGTTAGTGAACTGAACAGAATCTATTTAAAATTTAAGGAGATTTCAGATTTTTTAATGGAAAGAGAAG 
TTGTCCAAAGGAGTATAATTATTGACAAGGATTTGGAATCTGATAATCTGGGTATTACTACGGCAAACT 
TCAACGATTTCTATGATGCATTTTATAATTAG 

YHR056C, 832 aa (SEQ ID NO 204) 

MVAVPSASGMSTHGNGQGSNHFSQGNGWQKNVMIQTQYPIMQTSIEAFNFSFNPS^TAMQWTKAASY 
QNNNTNNNTAPRQNSSWSSNVHGNTIVRSDSPDVPSMDQIREYNTRLQLVNAQSFDYTDNPYSFNVGI 
NQDSAVFDLMTS 

PFTQEEVLIKEIDFLKNKLLDLQSLQLKSLKEKSNLNADNTTANKINKTGENSKKGKVDGKRAGFDHQT 
SRTSQSSQKYFTALTITDVQSLVQVKPLKDTPNYLFTKNFIIFRDHYLFKFYNILHDICHINQFKVSPP 
WKNHQQYMEVCKVNFPPKAIIIETLNSESLNNI^IEEFLPIFDKTLLLEFVHNSFPNGDTCPSFST^ 
LPLSQLTKLGELTVLLLLLNDSMTLFNKQAINNHVSALMNNLRLIRSQITLINLEYYDQETIKFIAITK 
FYESLYMHDDHKSSLDEDLSCLLSFQIKDFKLFHFLKKMYYSRHSLLGQSSFMVPAAENLSPIPASIDT 
NDIPLIANDLKLLETQAKLINILQGVPFYLPWLTKIESLLETLTMGVSNTVDLYFHDNEVRKEWKDTL 
NFINTIWTNFFLFVQNESSLSMAVQHSSNNNKTSNSERCAKDLMKIISNMHIFYSITFNFIFPIKSIK 
SFSSGNNRFHSNGKEFLFANHFIEILQNFIAITFAIFQRCEVILYDEFYKNLSNEEINVQLLLIHDKIL 
E I LKK I E 1 1 VS FL RDEMNSNG S FK S I KG FNKVLNL I KYML RF S KKKQNF ARNS DNNNVTD Y SQ S AKNKN 
VLLKFPVSELNRIYLKFKEISDFLMEREWQRSIIIDKDLESDNLGITTANFNDFYDAFYN 

YJL138C, 1688 bp, CDS: 501-1688 (SEQ ID NO 223) 

CTGTTGAATCATGGTAAAAGAGAAAATCAAAAGCACGTTGACCTGGATATAACCTCAGTAGATCGAAAT 
GCTTCGCAGAAGAGTACTGCAGAGAAACATGATATTGAGAAACCGACATCTAAGCCGCAATCTGCTTTT 
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AAATTTGATTGGGAGTCTACGGATTATTTAGACCGCGTCCAAAGAGCATTCCCAAAGCCTGATACCTGA 
TGCCATCCCTCTACCTCTTAGCTATCAATCATTCAACTAAACTACTACATAGTATACATTAGCTGTACA 
GTCGTCACATCAGACGAATACAAAAGGCCGGGTGAAAGCGTTGATTTTGCGTACCTTTTTCTTTTTTTC 
GAAATTTTTTTATTTTTTTTTCAGCATCATATATAAAAGAAATCTCATCTCAAGGAGAAGGAAACAGCA 
GATCCCAATACACATAGTAGGAAAAAAAAAGGTTCGCTAAACAAAGGACTGGTGTGTACAAGAAACTAA 
TAAATAGTAATTGCAATATGTCTGAAGGTATTACTGATATTGAAGAATCCCAAATTCAAACCAACTATG 
ACAAGGTCGTCTACAAGTTCGATGATATGGAATTGGACGAAAACTTGTTAAGAGGTGTTTTCGGTTACG 
GTTTCGAAGAACCATCTGCCATTCAACAACGTGCCATCATGCCTATTATTGAAGGTCACGATGTCTTGG 
CTCAAGCTCAATCTGGTACTGGTAAGACCGGTACTTTCTCCATTGCTGCTTTGCAAAGAATTGACACCT 
CTGTCAAGGCTCCTCAAGCTTTGATGTTGGCTCCAACTAGAGAATTGGCTTTGCAAATCCAAAAGGTTG 
TCATGGCTTTGGCTTTCCACATGGACATCAAGGTCCACGCTTGTATCGGTGGTACTTCCTTTGTTGAAG 
ACGCTGAAGGTTTGAGAGATGCTCAAATCGTCGTTGGTACTCCAGGTCGTGTTTTTGACAACATCCAAA 
G ACGTAGATTC AGAACTGAC AAGATCAAG ATGTTC ATCTTAGATGAAGCTGATGAAATGTTGTCTTC TG 
GTTTCAAGGAAC AAATCTAC C AAATTTTCACCTTACTTC CACC AACC ACTC AAGTTGTTCTATTGTC CG 
CCACCATGCCAAATGACGTCTTGGAAGTTACCACCAAATTTATGAGAAACCCAGTTAGAATTTTGGTTA 
AGAAGGATGAATTGACTTTGGAAGGTATCAAACAATTCTACGTTAATGTTGAAGAAGAAGAATACAAAT 
ACGAGTGTTTGACCGATTTATACGACTCTATCTCCGTTACTCAAGCTGTCATCTTCTGTAACACCAGAA 
GAAAGGTCGAAGAATTGACCACTAAGTTAAGAAACGACAAATTTACCGTTTCTGCCATCTATTCTGATT 
TACCACAACAAGAAAGAGACACCATCATGAAGGAATTCAGAAGTGGTTCTTCCAGAATTTTGATCTCCA 
CTGATTTGTTGGCTAGAGGTATCGATGTCCAACAAGTTTCTTTGGTTATTAACTACGACTTACCAGCTA 
ACAAAGAAAACTATATTCACAGAATCGGTAGAGGTGGTCGTTTCGGTAGAAAGGGTGTTGCCATCAACT 
TTGTTACTAACGAAGACGTTGGCGCTATGAGAGAACTAGAAAAGTTCTACTCCACTCAAATTGAAGAAT 
TGCCATCCGACATTGCTACCTTGTTGAACTAA 

YJL138C, 395 aa (SEQ ID NO 224) 

MSEGITDIEESQIQTNYDKVVYKFDDMELDENLLRGVFGYGFEEPSAIQQRAIMPIIEGHDVLAQAQSG 
TGKTGTFSIAALQRIOTSVKAPQALMLAPTRELAL^ 

DAQIWGTPGRWDNIQRRRFRTDKIKMFILDEADEMLSSGFKEQIYQIFTLL^ 

VLEVTTKFMRNP VRI LVKKDELTLEGI KQF YVNVEEEE YKYEC LTDLYDS I S VTQAVIFCNTRRKVEEL 

TTKLRNDKFTVSAIYSDLPQQERDTIMKEFRSGSSRILISTDLL^ 

HRIGRGGRFGRKGVAINFVTNEDVGAMRELEKFYSTQIEELPSDIATLLN 

YKL060C/ 1580 bp, CDS: 501-1580 (SEQ ID NO 239) 

TGGGTCATTACGTAAATAATGATAGGAATGGGATTCTTCTATTTTTCCTTTTTCCATTCTAGCAGCCGT 
CGGGAAAACGTGGCATCCTCTCTTTCGGGCTCAATTGGAGTCACGCTGCCGTGAGCATCCTCTCTTTCC 
ATATCTAACAACTGAGCACGTAACCAATGGAAAAGCATGAGCTTAGCGTTGCTCCAAAAAAGTATTGGA 
TGGTTAATACCATTTGTCTGTTCTCTTCTGACTTTGACTCCTCAAAAAAAAAAAATCTACAATCAACAG 
ATCGCTTCAATTACGCCCTCACAAAAACTTTTTTCCTTCTTCTTCGCCCACGTTAAATTTTATCCCTCA 
TGTTGTCTAACGGATTTCTGCACTTGATTTATTATAAAAAGACAAAGACATAATACTTCTCTATCAATT 
TCAGTTATTGTTCTTCCTTGCGTTATTCTTCTGTTCTTCTTTTTCTTTTGTCATATATAACCATAACCA 
AGTAATACATATTCAAAATGGGTGTTGAACAAATCTTAAAGAGAAAGACCGGTGTCATCGTTGGTGAAG 
ATGTCCACAACTTATTCACTTACGCTAAGGAACACAAGTTCGCTATTCCAGCTATTAACGTCACCTCTT 
CTTCTACTGCCGTCGCTGCTTTAGAAGCTGCTAGAGACAGCAAGTCCCCAATCATTTTGCAAACCTCTA 
ACGGTGGTGCTGCTTACTTCGCTGGTAAGGGTATCTCTAACGAAGGTCAAAATGCTTCCATCAAGGGTG 
CTATTGCCGCTGCCCACTACATCAGATCCATTGCTCCAGCTTACGGTATCCCAGTTGTCTTACACTCTG 
ACCACTGTGCCAAGAAGTTGTTGCCATGGTTCGATGGTATGTTGGAAGCTGATGAAGCTTACTTCAAGG 
AACACGGTGAACCATTATTCTCCTCCCACATGTTGGATTTGTCTGAAGAAACCGATGAAGAAAACATCT 
CTACTTGTGTCAAGTACTTCAAGAGAATGGCCGCTATGGACCAATGGTTAGAAATGGAAATCGGTATTA 
CCGGTGGTGAAGAAGATGGTGTTAACAACGAAAACGCTGACAAGGAAGACTTGTACACCAAGCCAGAAC 
AAGTTTACAACGTCTACAAGGCTTTGCACCCAATCTCTCCAAACTTCTCCATTGCTGCTGCTTTCGGTA 
ACTGTCACGGTTTGTACGCTGGTGACATCGCTTTGAGACCAGAAATCTTGGCTGAACACCAAAAGTACA 
CCAGAGAACAAGTTGGTTGCAAGGAAGAAAAGCCATTGTTCTTGGTCTTCCACGGTGGTTCCGGTTCTA 
CTGTCCAAGAATTCCACACTGGTATTGACAACGGTGTTGTCAAGGTCAACTTGGACACTGACTGTCAAT 
ACGCTTACTTGACTGGTATCAGAGACTACGTCTTGAACAAGAAGGACTACATAATGTCCCCAGTCGGTA 
ACCCAGAAGGTCCAGAAAAGCCAAACAAGAAGTTCTTCGACCCAAGAGTCTGGGTTAGAGAAGGTGAAA 
AGACCATGGGTGCTAAGATCACCAAGTCTTTGGAAACTTTCCGTACCACTAACACTTTATAA 
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YKL060C, 359 aa (SEQ ID NO 240) 

MGVEQILKIUCTGVIVGEDVHNLFTYAKEHKFAIPAINVTSSSTAVAALEAARDSKSPIILQTSNGGAAY 

FAGKGISNEGQNASIKGAIAAAHYIRSIAPAYGIPWLHSDHCAKKLLPWFDGMLEADEAYFKEHGEPL 

FS SHMLDLSEETDEENI STCVKYFKRMAAHDQWLEMEIGITGGEEDGVNNENADKEDLYTKPEQVYNW 

KALHPISPNFSIAAAFGNCHGLYAGDIALRPEILAEHQKYTREQVGCKEEKPLFLVFHGGSGSTVQEFH 

TGIDNGVVKVNLDTDCQYAYLTGIRDYVLNKKDYIMSPVGN 

ITKSLETFRTTNTL 

YKL097W-A, 779 bp, CDS: 501-779 (SEQ ID NO 245) 

AGCTCCGAAGGGCAATTCCACAGGCACTCCGCGGGGCCCGGCCAAGGCCCAAAAGGCGTGGAATATGCG 
CGTTTTGGGGCCATAACACCCAGTACCACGGCCGGAACGGGCCATATAATAAGTTTTTCACTCTCAAGA 
ATGGTAAACGTAAATAGGAACATCCCACTACCCTAGAAATTGCGGAAATTTCGCGCTTATCATTAGAAA 
ATCTGGAACCGTCCTTTTTCCTCTTTCTTGCATTTCCCTTTCCGTATTATTGCCATTCTTTAACTGCAT 
TTGGGGAACCGTAGACCAAAAGCCAAACAGAGAAATGTAACGTTCTAAAAAAAAAACAACGAAAAAATT 
GAAAAATAAGATACAATAATCGTATATAAATCAGGCTTCTTGTTCATCATTTTCAATTCTCTTCTTGCC 
ATCCCTTTTCCTATCTTTGTTCTTTTCTTCTCATAATCAAGAATAAATAACTTCATCACATTCGCTACA 
CACTAACAAGAAAAAAAATGCAATTCTCTACTGTCGCTTCCGTTGCTTTCGTCGCTTTGGCTAACTTTG 
TTGCCGCTGAATCCGCTGCCGCCATTTCTCAAATCACTGACGGTCAAATCCAAGCTACTACCACTGCTA 
CCACCGAAGCTACCACCACTGCTGCCCCATCTTCCACCGTTGAAACTGTTTCTCCATCCAGCACCGAAA 
CTATCTCTCAACAAACTGAAAATGGTGCTGCTAAGGCCGCTGTCGGTATGGGTGCCGGTGCTCTAGCTG 
CTGCTGCTATGTTGTTATAA 

YKL097W-A, 92 aa (SEQ ID NO 246) 

MQFSTVASVAFVALANFVAAESAAAISQITDGQIQATTTATTEATTTAAPSSTVETVSPSSTETISQQT 
ENGAAKAAVGMGAGALAAAAMLL 

YKL150W, 1409 bp, CDS: 501-1409 {SEQ ID NO 249) 

CCCATCACATCGCATCACATCACATCACTCCCTATTCTGCCCTTTACAGCGCAAAGGAGTCGTGTGTGG 
GTGTGTGCTCCTTTTGACGATCATAAGAGTCCATTTCTAGTATGCAAGCTGGTAACAATAGGTGAATGA 
ATTAGGTTCATTTGCGATGACCTTCAGTATCCCTCCACGCAATGCTAAACTATCCCCCTCATTATGACG 
CCTATATCGTATAAGGAACTTGTTACCCCTGACAATTCAAACTTCAAAGGTCTAAGACCAAACAAGCGT 
AGGAACTATCGCTCGGAGTGTTTCTCCGTTTGAAAAAAGAAGAGAAATAAGGGCCCTTGATTGGTGTCT 
TGTCGAG AG AGGTACGTATATAAGAATGCAGTTTGCTCGC AATGC CCGC TTGTGTTAAGTACTCTTAC C 
TTTTCCCTCAATACTAACGTTTTGAAGCAGCCAAACTAACAATAGTATAACGTATATAGGTTAAAATAA 
TATTCCAAGTCAAAAACATGTTTTCCAGATTATCCAGATCTCACTCAAAAGCATTACCGATTGCTCTAG 
GTACAGTTGCTATAGCAGCTGCTACCGCATTCTATTTTGCAAACCGTAACCAACATTCCTTTGTCTTCA 
ATGAATCTAATAAAGTGTTCAAAGGTGATGACAAATGGATCGACTTGCCAATATCTAAAATAGAGGAGG 
AATCCCACGACACCAGAAGGTTTACTTTTAAGCTGCCTACCGAAGACTCAGAAATGGGGTTGGTCCTAG 
CATCTGCTCTGTTTGCTAAATTTGTCACACCAAAGGGATCCAATGTGGTGAGACCATACACTCCTGTGA 
GTGATCTTTCCCAGAAGGGTCACTTCCAGCTGGTCGTCAAGCATTATGAAGGTGGTAAAATGACCTCAC 
ATTTATTTGGTCTTAAACCAAATGACACCGTTTCTTTCAAGGGTCCTATTATGAAATGGAAGTGGCAAC 
CTAATCAGTTCAAGTCAATCACCTTGTTAGGTGCCGGTACCGGTATCAACCCTCTGTACCAATTAGCTC 
ATCATATAGTTGAAAACCCAAACGACAAGACCAAAGTTAACTTGCTATATGGGAACAAGACTCCTCAGG 
ACATTTTACTAAGGAAGGAACTGGATGCGTTGAAGGAAAAGTATCCTGACAAGTTCAATGTTACTTACT 
TTGTTGACGACAAGCAAGATGACCAAGACTTTGATGGTGAAATTAGTTTCATCTCCAAAGATTTTATTC 
AGGAGCATGTTCCAGGTCCAAAGGAAAGCACACATTTGTTTGTCTGCGGTCCCCCACCATTTATGAACG 
CTTACTCAGGTGAGAAGAAGTCACCTAAGGACCAAGGTGAATTGATCGGTATCTTGAACAATTTGGGCT 
ACTCCAAGGACCAAGTTTTCAAATTTTAA 

YKL150W, 302 aa (SEQ ID NO 250) 

MFSRLSRSHSKALPIALGTVAIAAATAFYFANRNQHSFVFNESNKVFKGDDKWIDLPISKIEEESHDTR 
RFTFKLPTEDSEMGLVLASALFAKFVTPKGSNVVRPYTPVSDLSQKGHFQLVVKHYEGGKMTSHLFGLK 
PNDTVSFKGPIMKWKWQPNQFKSITLLGAGTGINPLYQLAHHIVENPNDKTKVNLLYGNKTPQDILLRK 
ELDALKEKYPDKFNVTYFVDDKQDDQDFDGEISFISKDFIQEHVPGPKESTHLFVCGPPPFMNAYSGEK 
KS PKDQGEL IGI LNNLG Y SKDQVFKF 
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YKL156W, 1099 bp, exonl : 501-503, intronl : 504-853, exon2 : 854-1099 
(SEQ ID NO 251) 

CGAAAGGTTTCGATCAAAGTTTGGCTCAATCACTGGACACTATTACTTCGAAAGCGCAGTGGGGTTAAC 
AGAGACCGTGATGTCGTCAACAAGTATTTGAAGGAAAATGGTTACTATTAAGAAAAAATCTCTTTTCT^ 
GCCATTTTGCCTTTTTATATAGTCAAGTATCTATATGTGACAAATACTTCTTCTAAGCTTGGCCTTCTG 
ATAGGCTTAGCTTGCAGTGGTTGCAAACATACATAAATCAACAAAAAAGTACGGCTTAAAATTTTGGTA 
TTCATTTATTTCAACCCGTGCACACTGGAAATAAATCTGTACATAACAGCATATTTTGTTTTTGAAAAA 
ATTTCTGTGTTCCTCCGATGTGGGAAGAATTTTAGGATCGGCTAAATTTCGTAAAGTATCAGTAACTTG 
GTATCTCTGTATAAGCGGAGTCTAATTTCGATAACAAGCAACTTCATCGTAACACCTTCCAACAAAGCA 
AAGATAGATATCCCAAAATGGTATGTTAGTATCCAATAAATGCAGCGCAACTGGACCAGTGAATAGAAC 
AATACATATAGATAAGTCGCAAAAGAAAAGAATACATGTCGTGGAAAATTTTGCACCAAGAGAGGCAAG 
AACTATGAAGAAAGACTTTTGAAATATTTCAAGCGGTTGCTACATATAGTGGATAAGATTCAGGATGGA 
CGTATGAGCTTACAGTTCATTGTAGGGGAATATAAAATTCTGATGATGGCGAACTTCATTCCCAGCAAC 
TCAAGCTATTGTTATTTTTCTATTCTGCACCGAGATGAGGAGAAAAAAGGAAGTTTACTAACAGTTAGA 
TTTATTTCTTATTCGTCTACAACAGGTTTTAGTTCAAGATTTATTGCACCCAACTGCAGCTTCTGAAGC 
AAGAAAGCACAAATTAAAGACATTAGTCCAAGGTCCAAGATCGTACTTCCTAGACGTTAAGTGCCCAGG 
TTGTTTGAACATCACTACAGTTTTCTCACACGCCCAAACTGCAGTTACCTGCGAATCCTGCTCAACAAT 
TTTGTGCACCCCAACTGGTGGTAAGGCAAAGCTTTCTGAGGGTACATCTTTCAGAAGAAAGTAA 

YKL156W, 82 aa (SEQ ID NO 252) 

MVLVQDLLHPTAASEARKHKLKTLVQGPRSYFLDVKCPGCLNITTVFSHAQTAVTCESCSTILCTPTGG 
KAKLSEGTSFRKK 

YLR029C, 1115 bp, CDS: 501-1115 (SEQ ID NO 265) 

TCGACACTTACTTAAT ATGTTTTGC C GCCCTTC AT AAGAGGGTGTTTCTAAAATTTATTGGGC AAGAAT 
GAGATGGACTCGCACCCTACATGACGTTTAAATATTTAGTGTTAAGGTTCAGAACATGCACCAGGTGCG 
ACATGTGTTGCGATTATCATGACAATGTCTCTATCCGAGATGCATTTGTAGTATCAATTGATGCGTATT 
ATGACATGATTTACATAGCATACATCGTCAAACATGATATTATATTCTTTTTTTGATAAATGTACGGAT 
TTAAAGCTGTCGAATATATTTTCTGAAATTTCTTGGAGCTGACGCAAAATTTTCAAAGGTGCTAAAATT 
TTTCAAGATTTCTCACTTTTGCTTGGTAACAAAGAATGATGGCATTGCATTTTTACCACCGGTACATTT 
AACTGCTATTTCTCACGTTTCTTTCCCTATCCTTAAGTAATTCTTTTACAATCTAAGAAAACCACGATC 
AAACAAATAAATCAGCAATGGGTGCCTACAAATATTTGGAAGAATTGCAAAGAAAGAAGCAATCTGATG 
TTTTGAGATTCTTGCAAAGAGTCAGAGTCTGGGAATACAGACAAAAGAATGTCATTCACAGAGCCGCTA 
GACCAACTAGACCAGACAAGGCTAGAAGATTGGGTTACAAAGCTAAGCAAGGTTTCGTTATCTACCGTG 
TCAGAGTTAGACGTGGTAACAGAAAGAGACCTGTTCCAAAGGGTGCTACTTACGGTAAGCCAACTAACC 
AAGGTGTCAATGAATTGAAATACCAAAGATCCTTGAGAGCTACCGCTGAAGAAAGAGTTGGTCGTCGTG 
CCGCTAACTTGAGAGTCTTGAACTCCTACTGGGTTAACCAAGATTCTACTTACAAGTACTTCGAAGTTA 
TCTTGGTCGACCCTCAACACAAGGCTATCAGAAGAGATGCTCGTTACAACTGGATCTGTGACCCAGTTC 
ACAAGCACCGTGAAGCTAGAGGTTTGACTGCCACTGGTAAGAAATCCAGAGGTATCAACAAGGGTCACA 
AATTCAACAACACCAAGGCTGGTAGAAGAAAGACCTGGAAGAGACAAAACACTTTGTCCTTGTGGAGAT 
ACAGAAAATAA 

YLR029C, 204 aa (SEQ ID NO 266) 

MGAYKYLEELQRKKQSDVLRFLQRVRWEYRQKNVIHRAARPTRPDKARRLGYKAKQGFVIYRVRVRRG 
NRKRPVPKGATYGKPTNQGVNELKYQRSLRATAEERVGRRAANLRVI^SYWVNQDSTYKYFEVILVDPQ 
HKAIRRDARYNWICDPVHKHREARGLTATGKKSRGINKGHKFNNTKAGRRKTWKRQNTLSLWRY^ 

YLR038C/ 752 bp, CDS: 501-752 (SEQ ID NO 267) 

GGAAAGCAAAGCTCTAAATGATAACTCTACAAAAAAGTCAGAGAAATCTGTCACTAATTTATTGAAGGA 
TGAAGAATTAATGCTTAAAGTCTTAGAGCTTTTGGTGACAAGTGCTGCAAACGCCACAGACCCAATTAA 
AGCTACCGATTCGTGGGACATGTGTTTCCAATTAATACGCTTACTCAAGGAATTAGACAGAGAAAACAA 
CACACAATTGGTTCAAAAAGCACTCGAGAGATTCAAATAAATCTATATGACACCATGTATTCTTTACCA 
TATAGCTTCATAACATTGACCAATCAATTTTCAGAAATGCGTCGCGCGTAGTTTTGCCCGATATCCCCA 
TCCCTTCAGGATCTTTAAAAGGTGATGAAAGATGCACCAGATAGAAAAGTTGCATTAAAATGATTAGCA 
GAGATATACAAATATTTTAGTAAGAATACATAAAGTATCTTTGCTTTCACAAATAGGAACAAGCACATA 
AATACAGTATAATAGACATGGCTGATCAAGAAAACTCTCCACTACATACAGTTGGTTTCGATGCTAGAT 



WO 02/064766 



PCT/EP01/15398 



119/251 

TTCCCCAACAAAACCAAACAAAGCATTGTTGGCAATCTTATGTGGATTATCACAAGTGTGTTAATATGA 
AGGGCGAAGATTTTGCTCCGTGCAAGGTCTTTTGGAAGACCTATAACGCCTTATGTCCCCTAGACTGGA 
TCGAAAAATGGGATGATCAAAGAGAAAAAGGTATTTTCGCAGGTGATATCAACTCAGACTAA 

YLR038C, 83 aa (SEQ ID NO 268) 

MADQENSPLHTVGFDARFPQQNQTKHCWQSYVDYHKCVNMKGEDFAP 
QREKGIFAGDINSD 

YLR312C, 1697 bp, CDS: 501-1697 (SEQ ID NO 285) 

CATCAATTAGGGCAAACTTGAATAGTCAGCTAGGTCATATATTTAAAATCAATTAGCCCTATGACTACA 
TTAGGTTTATTGTTAGGTCTTTACGGCTGCATATTTGCTTTCGCCGTTCGGCGGGGTCCTGCGACGATT 
TCTGCGCGGTCTTGTATGGGTGGAGTTGACAGTTAACCCTCCGGACCCCCTACCCCGGTGTGCCCCCGG 
TCCATCTATCCATTTTGCGGTAACCCCTTTGCGCGACAGCTGCTTATCAAGGTACCTGGATCGAGCCAT 
AAAAATTGATCTACACAGATGAGATGGGGCATTGGGATATATTATTAGTCGGAGTATCATTATAGTTAT 
TCAGTTTTATGCAGGTTACTGGCCAAACGTTTTTCTTCATTTGGAATAATCGTTTAGGAGCTACTGTTC 
CGGTATAAAGTAACAAGCACAGTAGCAGAGTAATACGCAGTGACGATAATAGAGACTAGTAAAACAGTC 
GAGTTGTCGGACCTAAAATGTCAGAAGAAGACGATCATTGGAATTTAGTTAGATTACGTAGATTACGTA 
AAGGGAGAGAAGGGGAAGAACAGTCATCGAAGTCAGAAATATCTTTGGATAGTTTGCATGAAAGCTCCT 
TTGCAGGAGAGGACGACGAGGACTTCGATGCAGATGTCCTATCGAACACTAGCAGTGAAGAGTCTGCAC 
AGATGAATCGTATTTACGATTTTAGAACATCTAATGAATTTAGTAATGCTGGAGTTAATATTGATCAAA 
CTGGAGTTCCCACTATTTCAGAGTCATTTGATACTTTGTCCGGCTCAAATGTTGGCGGAACGGTATTGC 
CAAGTATGGAGGGGTCGAAACTGAAGGATAGTACGATAAGGAATTCTAGCACACTATCGGATCATATCA 
TAGATAAAAGTGAGGGTAAATCTGCTAAATTGAAGATGTGGCATGTTATCATGCTATCTTCATTGCTTT 
CCATGACCTTTTCATACCTCGCCCTCGAATATTCCCTGACTGGTGATGTGTTGGCAGGTTTTAAATCAC 
AACAGTCATTACGTAATAATGAAAGGAAGCTGTTGTACGGCAATATCGATTTTGTTGATAAAAAATCTT 
ACGATTCATCAAGTGACTCTTTAAGTCAGTGGGCTCCTTCAGGAAAATACTACGTCGACTTCGACAATC 
ATATTGCATACCCATTAAAGGATGATGACCTAATGGGCTGGAGACGATACAAAACAGACTTAGTTATTT 
TATGGTATACAACAAAAGCTCGAATGAAAGACGGTTGGCACAAGAGAATTAACAAAATAAACGGAGGAA 
GAATAAAGTTACACCTATTTCTCAAGAATTCTTTTAAATCCGCTCAAGAAAGTTTAAGGGTATTGCATA 
AAGAACAGAAACGCCGCTGGAAAAGGCTCTTTGTGCTACTTCATAATAAATACAGGCAATTTTCTCCAC 
ATATTAAAAGGTATTTCGATCATTCTTGCCAAAAAGCAAAACAATGTTGGTCGGGATCCAGATTGCAGT 
TGCGCAAGCTTCGTTTCAAGTCAATGAAACCATTCCGAGTTTTTCAGTTTAAGGTTCGCAAAGATACCA 
ACTGGTTTGTAAAGCAGCTGAAACGGTTCGGATTGAAATTACAGCATTCGAGGATGTATAAAGCGATGT 
CAGAATGCAGGAAAAAAAATTATTTTAAGTGCAAACACTAG 

YLR312C, 398 aa (SEQ ID NO 286) 

MSEEDDHWNLVRLRRLRKGREGEEQSSKSEISLDSLHESSFAGEDDEDFDADVLSNTSSEESAQMNRIY 
DFRTSNEFSNAGVNIDQTGVPTISESFDTLSGSNVGGTVLPSMEGSKLKDSTIRNSSTLSDHIIDKSEG 
KSAKLKMWHVIMLSSLLSMTFSYLALEYSLTGDVLAGFKSQQSLRNNERKLLYGNIDFVDKKSYDSSSD 
SLSQWAPSGKYYVDFDNHIAYPLKDDDLMGWRRYKTDLVIL^ 

FLKNSFKSAQESLRVLHKEQKRRWKRLFVLLHNKYRQFSPHIKRYFDHSCQKAKQCWSGSRLQLRKLRF 
KSMKPFRVFQFKVRKDT1WFVKQLKRFGLKLQHSRMYKAMS 

YLR414C, 1292 bp, CDS: 501-1292 (SEQ ID NO 293) 

TAGTCAGCCACACATTGACGTACACTGTGAACAGCCTATTTCTTTCCATGTATCTCAGTGCCCAGCTTA 
TGAGAACTGTCACAGCCTCCCACTTGACCCTCAGAGCCCTCTCCACTCCCCCCCTCTTTCAACATCGCC 
AGATAGCCGCCGTTGAATGGTGCGGGACAACCCGGCCTGGCCTGGCCAGGCAAAAAAGGACGCAGCACG 
CCTCGAGCGTTATTTCCAAATCGGGCGTACTATCAGCCAAGCCCAGCTCGGTATTTTTAGCGCTTCTCG 
CAGGAAAATTGGCTGAGAAGTATATATACGCGAGAATGTTGCTCTTCCATGTCTCAGTAGTCAATGAGT 
GTCCAGTGGTGTTTCATTCTGGACCAGTTGTTTGGAAGTAGAACTAAAAGAAACTAGATCAAGATCATA 
CAACGCTGCGCAGTAGTGAAACTTGATTAAAGCAATAGAGAACTATTAAGAAAAAAACAAACACATCAT 
CGAAGGACGCTATAAGCATGAGGAATTTTTTCACGTTATTTTTTGCAGCTATATTTTCGCTAGGAGCAC 
TTATATTAGCCATTGTTGCATGCGCAGGATCAACGAAAAATTACAGTCCCATAAATAAAATTTACTGTG 
CAGAATTGGATCTGTCGCAGATGAAGGTATCGACGGTGCTCCCTTCTTTGAGTTCTGCTACGCTATCTT 
CGTTGGGCCTGCCCTCATATATAAATATAGGGCTTTGGTCGTACTGTACAGTGGACTCCTCGCATAACA 
TCCAATCATGTTCTTCGCCTCACGGTATCCAGAATTTTAACCTATCGTCATTAGTGTATGACAATATCA 
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ACAACAATGAGGCTCTGGAGCTTATGGATTCCGTGGCCAGTGTTGTTTTGCCCGAAAAACTAAAAAGTA 
AAATGACATACTACAACAATTTGGTCAAGTGTATGTTCATTACCATTCTTATTGGTATTGTCTTGACCT 
TTGTGAATCTAGTGTTCAACGTATTGCGCTGGATCATCCACATAAGGCCGCTAACGTGGTTTGGTGCCT 
TTTTTTCATTTTTCGCCTTTGCCGCCCTATTAGTCAGTATAGGTTCGTGTTTGGGCACTTACTCATACA 
TCAAATACATCCTAAAGCATAACTATAGTGATTACGGTATTTCAATGAGCATTGGTAGGAACTACCAGG 
GTTTGATGTGGGGGGCTGTCGTTGGAGCATTACTGAATTTCATTCTATGGTGTAGCGTGAGATCGAGGC 
CCACCGTCATCTATGCGAACGCTCCAATTGAGGAAAAACCATTGATTTGA 

YLR414C, 263 aa (SEQ ID NO 294) 

MI^FFTLFFAAIFSLGALIIJVIVACAGSTKNYSPINKIYCAELDLSQMKVSTVLPSLSSATLSSLGLPS 
YINIGLWSYCTVDSSHNIQSCSSPHGIQNFNLSSLVYDNINNNEALELM^^ 

NLVKCMFITILIGIVLTFVNLVFNVLRWIIHIRPLTWFGAFFSFFAFAALLVSIGSCLGTYSYIKYILK 
HNYSDYGI SMS IGRNYQGLMWGAWGALLNFILWCSVRSRPTVI YANAPIEEKPLI 

YMR251W-A, 680 bp, CDS: 501-680 (SEQ ID NO 317) 

ATCCCGTTGAAGCAACCGCACTATGACTAAATGGTGCTGGACATCTCCATGGCTGTGACTTGTGTGTAT 
CTCACAGTGGTAACGGCACCGTGGCTCGGAAACGGTTCCTTCGTGACAATTCTAGAACAGGGGCTACAG 
TCTCGATAATAGAATAATAAGCGCATTTTTGCTAGCGCCGCCGCGGCGCCCGTTTCCCAATAGGGAGGC 
GCAGTTTATCGGCGGAGCTCTACTTCTTCCTATTTGGGTAAGCCCCTTTCTGTTTTCGGCCAGTGGTTG 
CTGCAGGCTGCGCCGGAGAACATAGTGATAAGGGATGTAACTTTCGATGAGAGAATTAGCAAGCGGAAA 
AAAACTATGGCTAGCTGGGAGTTGTTTTTCAATCATATAAAAGGGAGAAATTGTTGCTCACTATGTGAC 
AGTTTCTGGGACGTCTTAACTTTTATTGCAGAGGACTATCAAATCATACAGATATTGTCAAAAAAAAAA 
AAGACTAATAATAAAAAATGAAGTTATCTCAAGTTGTTGTTTCCGCCGTCGCCTTCACTGGTTTAGTAA 

gtgctgctaacagttctaacagctcaagctcaaagaatgctgcccaaccaattgccggtttaaacaacg 
gtaaggttgcaggcgccgctgk;tgttgctctagctggtgctttggcctttttgatttaa 

YMR251W-A, 59 aa (SEQ ID NO 318) 

MKLSQVWSAVAFTGLVSAANSSNSSSSKNAAQPIAGUSINGKVAGAAGVALAGALAFLI 
YNL030W, 812 bp, CDS: 501-812 (SEQ ID NO 323) 

gttttgacaccgagccatagccgtgattgtgcgtcacattgggcgataatgaacgctaaatgaccaact 
cccatccgtaggagccccttagggcgtgccaatagtttcacgcgcttaatgcgaagtgctcggaacgga 
caactgtggtcgtttggcaccgggaaagtggtactagaccgagagtttcgcatttgtatggcaggacgt 
tctgggagcttcgcgtctcaagctttttcgggcgcgaaatgcagaccagaccagaacaaaacaactgac 
aagaaggcgtttaatttaatatgttgttcactcgcgcctgggctgttgttattcggctagatacatacg 
tgtttgtgcgtatgtagttatatcatatataagtatattaggatgaggcggtgaaagagattttttttt 
tttcgcttaatttattcttttctctatcttttttcctacatcttgttcaaaagagtagcaaaaacaaca 
atcaatacaataaaataatgtccggtagaggtaaaggtggtaaaggtctaggaaaaggtggtgccaagc 
gtcacagaaagattctaagagataacattcaaggtatcactaagccagctatcagaagattagctagaa 
gaggtggtgtcaagcgtatttctggtttgatctacgaagaagtcagagccgtcttgaaatccttcttgg 
aatccgtcatcagggactctgttacttacactgaacacgccaagagaaagactgttacttctttggatg 
ttgtttatgctttgaagagacaaggtagaaccttatatggtttcggtggttaa 

YNL030W, 103 aa (SEQ ID NO 324) 

MSGRGKGGKGLGKGGAKRHRKILRDNIQGITKPAIRRLARRGGVKRISGLIYEEVRAVLKSFLESVIRD 
SVTYTEHAKRKTVTSLDWYALKRQGRTLYGFGG 

YOL109W, 842 bp, CDS: 501-842 (SEQ ID NO 343) 

GGAGGTCTGCTTCACGAGCGCGGTGTGCGCCTAGTATTGCCCCGACGGTCCGGGTGCCTATCCCTAGAT 
TTCGTCGTGCCCCGACCCAAATAGTTAAACGTGTGGTTTATGGGTGCACCAGGGCTTTATCGTGTTTTA 
TATCGATGGCGATTTGTGCCTCCAGTGTATTTTTGTATATCCAATTAAGGTTTCTTACCTAATTTTATT 
TTTATCATCTTTAGTTAATGCTGGTTTGCTCTGTTTCTGCTGCTTTCTGTGCGGTTCTCCTCTTCTCTT 
GTTTCTTCGTGTTGTCCCCCATCGCCGATGGGCTTATATGGCGTATATATATAGAGCGAGTTTTTACGT 
CGAAGATCATCTCAGTTTGCTTGATAGCCTTTCTACTTTATTACTTTCGTTTTTAACCTCATTATACTT 
TAGTTTTCTTTGATCGGTTTTTTTCTCTGTATACTTAAAAGTTCAAATCAAAGAAACATACAAAACTAC 
GTTTATATCAATTAATAATGTCTGAAATTCAAAACAAAGCTGAAACTGCCGCCCAAGATGTCCAACAAA 
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AGTTGGAAGAAACCAAAGAATCTTTGCAAAACAAGGGCCAAGAAGTAAAGGAACAAGCTGAAGCTTCTA 
TCGACAACCTAAAAAATGAAGCTACTCCAGAAGCTGAACAGGTGAAGAAGGAAGAACAAAACATTGCTG 
ATGGTGTCGAACAAAAGAAGACCGAAGCTGCCAACAAAGTTGAAGAAACTAAGAAGCAAGCTTCCGCCG 
CCGTCAGTGAGAAGAAGGAAACCAAGAAGGAAGGCGGTTTCTTGAAGAAATTGAACCGTAAAATTGCTT 
CCATTTTCAACTAA 

YOL109W, 113 aa (SEQ ID NO 344) 

MSEIQNKAETAAQDVQQKLEETKESLQNKGQEVKEQAEASIDNLKNEATPEAEQVKKEEQNIADGVEQK 
KTEAANKVEETKKQ AS AAVS EKKETKKEGGFLKKLNRKI AS I FN 

YOR285W, 920 bp, CDS: 501-920 (SEQ ID NO 365) 

ACTAGCAAGATGATCGTCAGATATGGTGATTTATTTCCCTGTGCATTGTACTTCAAAGATCATACAGCA 
TACTAAGCGCTTTCCAGGGACACCTTCTGTCGCAAAATATCAGAATTTTTCTTGATTAAACGCAGCATA 
TTGAGTATATGAAATTAACGGGACACTGTGTGAAAAATTTGTAGTTGTACTTTTTTGTTATCCCCTTTG 
GTAGACATATGGACGAATTACTACTAAGATTGGCTTCCATAAGGCCCAAATCCAGATATCACCTACGGT 
ATGTCCTTTTCCTACTTGCAATGACAAATAATTTGTTATTTATCTTGGAACCTATATAAGTTACATCTG 
ATTGCTTTTGTATTTTTTTTGGAGAATATTATTACCCGCGGGGAAGGAAGTAAGGGGAGAATTTTTGAG 
GTGTATAAAAGAGAGTGGAGGCTTAATCAATCAAAGAATTCTTTCTCGTTTATTTTCAGGGTTTGTGAC 
T AAGAAACGATATTAAAATGTGGAAGGC CGTG ATGAATGCTTGGAATGG AAC CGAGAGTCAAAGTAAGA 
ATGTTTCAAATATTCAATCTTACAGTTTTGAAGACATGAAAAGAATCGTTGGAAAGCATGATCCTAATG 
TGGTTTTGGTAGATGTTAGAGAACCATCTGAGTACTCGATTGTTCATATTCCTGCTTCCATCAATGTGC 
CATATAGATCGCACCCTGACGCATTTGCCTTAGATCCTTTAGAATTTGAGAAACAGATTGGCATCCCAA 
AACCTGACAGTGCCAAGGAGCTAATATTTTATTGTGCTTCTGGCAAACGCGGGGGAGAAGCTCAAAAAG 
TCGCCTCCTCACATGGATATTCAAACACCTCACTATATCCTGGCTCTATGAATGATTGGGTTTCTCATG 
GGGGTGATAAACTTGACTTATAG 

YOR285W, 139 aa (SEQ ID NO 366) 

MV^Vl^AV^GTESQSKNVSNIQSYSFEDMKRIVGKHDPNVVLVDVREPSEYSIVHIPASIW 

DAFALDPLEFEKQIGIPKPDSAKELIFYCASGKRGGEAQKVASSHGYSNTSLYPGSMNDWVSHGGDKLD 

L 



YOR327C, 848 bp, CDS: 501-848 (SEQ ID NO 369) 

GTGTATTATTAATACGAACAAAATAAAAATATGCCGACCAATTCTGTAGTAGTACTGTACTATATTGAA 
TATTAAGGGTTTTTCTGGTCTTAGCGTATCCCTTTATCAGTCCGTGGAACAAAGCCACGGGCGGCTGTA 
ACAATGACCATGGAATCATTCAGTCGCCCTAAAAGCGCATTCCACGGAGCGTTTATAGTGATCTTGGTC 
ACATGATATACGCGTGACTTTTTTTTTATTTTTTCTCCCTGTCTTCCGCAAAAGTGGCTCAAAATTCTT 
CGGATTTTGGCATTATAGCGCGAATGGTGCAGCGCAACCAAACAAACACCAGTTGTCGCACCCAAAAGA 
TGCAAAAGCGGGK5AGCCAGTTAGTTTTCCTTCAAGTTTTGGTTGAAACAGCCTTTAATATTTTATAGAA 
AGGTAAACTATCTGCTCAGTGAATAGTATCTGTAAGTCAGGCATACATTCGAAACACTTCCAAATACAA 
AATAAGAACGCGCAACGATGTCGTCATCAGTGCCATACGATCCATATGTGCCTCCAGAGGAGAGTAACT 
CAGGCGCAAACCCAAATTCCCAAAACAAGACTGCTGCTTTGAGACAAGAGATTGATGACACGGTGGGAA 
TAATGAGAGATAATATCAACAAGGTTGCTGAACGTGGTGAAAGGCTAACATCCATTGAGGACAAAGCTG 
ATAACTTGGCTATCTCCGCACAAGGATTCAAGAGAGGCGCCAACAGGGTCAGAAAGCAAATGTGGTGGA 
AAGATCTAAAAATGAGAATGTGTTTATTCTTAGTTGTTATTATTTTACTAGTGGTAATTATCGTTCCTA 
TCGTCGTCCATTTCAGCTAA 

YOR327C, 115 aa (SEQ ID NO 370) 

MSSSVPYDPYVPPEESNSGANPNSQNKTAALRQEIDDTVGIMRDNINKVAERGERLTSIEDKADNLAIS 
AQGFKRGANRVRKQMWWKDLKMRMCLFLWI I LL WI IVPI WHFS 

YPL037C, 974 bp, CDS : 501-974 (SEQ ID NO 377) 

TCACGGCTGCTCTTCCTCTTTTTCGCATATTCTATTTTATCATCGACTTCCCTAATTCGCACTCGTACC 
AAAATGTTAAGCAGTATGGCGAAGAACGTGGCGCGCTGGAGTCGTGAATGTTTGGGTCCTTGATGATGG 
ACTACGGTAGTAAGTATGTAGTAGTTGCAACTTCATATGTTCACTTCTGATCCAAGGAAGAGCGGTTAT 
GAATTAATCTCTTGGCATGAGCGGACGGGTAAGGGGACACCGCCTTTTCTTCGATGGGAATCAGGGTAA 
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TGGTATATGATGGATTATTGTGGAATCATTTAGTACGGCAGATGTTGAAAAAAAAAGCAGAAAATTTTT 
GAATTTTTTTCGTTGACATTGGAAGATTTCGTAGTGGAAACAGCTGCAATTGCTTGTTAAGTAGTAACC 
CCTCCTTTGTCACAAGAGAGCGAATATTCTTTCTAGGGAGGTTTAAGAATAGAACATCTCACACCAGAC 
GCGACTCATAATTCATAATGCCAATTGACCAAGAAAAATTAGCTAAGCTACAAAAGTTGTCTGCTAACA 
ACAAAGTTGGTGGTACTAGAAGAAAGCTTAACAAGAAGGCAGGCTCTTCTGCCGGTGCCAACAAGGATG 
ACACCAAGTTGCAAAGTCAATTAGCTAAGTTGCACGCTGTCACCATTGACAACGTCGCCGAAGCCAACT 
TTTTCAAGGACGACGGTAAGGTCATGCACTTCAACAAGGTCGGTGTCCAAGTTGCTGCTCAACACAACA 
CTTCTGTATTCTACGGTCTACCACAGGAAAAGAACTTGCAAGATTTGTTCCCAGGTATTATCTCTCAAT 
TGGGCCCTGAAGCCATCCAAGCCTTGTCTCAATTGGCTGCCCAAATGGAAAAGCACGAAGCCAAGGCTC 
CAGCTGATGCTGAAAAGAAGGATGAAGCTAtTCCAGAGTTAGTTGAAGGTCAAACTTTTGATGCTGACG 
TCGAATAA 

YPL037C, 157 aa (SEQ ID NO 378) 
MPIDQEKLAKLQKLSANNKVGGT^ 

KVMHFNKVGVQVAAQHNTSVFYGLPQEKNLQDLFPGIISQLGPEAIQALSQLAAQME 
KDEAIPELVEGQTFDADVE 

YPL079W, 1404 bp, exonl : 501-511, intronl : 512-932, exon2 : 933-1404 
(SEQ ID NO 381) 

AAATAGGACGAAGAACTTTTTATATACGAGCATTTCCTAATTAGTAGGAAGCGGAAAATAATAATATAA 
GAAAGTAAACGCAAAAGATAGGCTGACTGCCTTCATTCGACTAGGAGGTGAGGCGACATATTTGTCACC 
ATTCAAGTTACCGAGATGGTAGAGAGGTGGATGGCTCGGGTGAGCTTGATTGTACACTGCAGCAACGAT 
GCTTTTTCTACCCATTTTATGAAGTTTAACATCCGTACCTTTCCACCTCCAAACATTTTTTGTAACTTC 
GTC CTTTGAAAAATC AAGAAGT AATAGGTGTGC AGT AT AGGGC CGCTTG AGCGCGC AATATCGGTG AGT 
GAGGTAAGATCCATCCATACCTTAGCAAATATGGTAGTGAGGAGGCCAACTGTATTGCGTTAAAGGCAA 
AAGGATTGGTATATACGAATGATTGGTAATTTGAAAAGTAGGTTTCGAATCAAAGAAACTGAGACAGTC 
AAGGACACTAAACAAAAATGGGTAAATCGTATGTCCATATAACTTCAAAATGAAAATATAGCAGTTGAA 
ACATATCAATTAAATCATTATAGATCTCCAATAAACATGTATGCAAGAGGAAAGCGTAAATATCTTCGA 
TTTCGACAATACTTTGCTACTGAACTAAAAATGAAAATGAAGTTGAATTCTCAAAGGAATGTGATGCAA 
GTTCGTTAATTAATATGGTTTTTAGTGGAATTATCATAGTTTGTGATAGATACACACGAGGAGTAGTGA 
GC AAAGCAAGTGCAACAGCAATGATATGTTAGCAGGAAATAATATTATAAATTGGATATTGTGTGTTTT 
TTTGATATATGTTTGTCGAAGCTAATACAGAATGATTACTAACTGGAATTTAAAAGCACAATCATGCTC 
TTGGATGATTGATCTATTAAAAAATTATAAAACAGACATGGTTACAGATCTCGTACACGTTACATGTTC 
CAACGTGACTTCAGAAAGCATGGTGCCGTTCACATGTCCACCTACTTGT^AGATCTACAAGGTTGGTGAC 
ATTGTCGACATCAAAGCCAATGGTTCTATCCAAAAGGGTATGCCACACAAGTTCTACCAAGGTAAGACC 
GGTGTCGTCTACAACGTTACCAAGTCTTCTGTTGGTGTTATCATCAACAAGATGGTCGGTAACAGATAC 
TTGGAAAAGAGATTGAACTTGAGAGTTGAACACATCAAGCACTCTAAATGTAGACAAGAATTTTTGGAA 
AGAGTTAAGGCCAATGCTGCTAAGCGTGCTGAAGCCAAGGCCCAAGGTGTTGCTGTCCAATTGAAGAGA 
CAACCAGCTCAACCAAGAGAATCCCGTATTGTCTCTACTGAAGGTAACGTTCCTCAAACTTTAGCTCCA 
GTTCCATACGAAACCTTCATTTAA 

YPL079W, 161 aa (SEQ ID NO 382) 
MGKSHGYRSRTRYMFQRDFRKHGAVHMSTYLKIYKV 

S SVGVI INKMVGNRYLEKRLNLRVEHI KHSKCRQEF LERVKANAAKRAEAKFAQGVAVQLKRQPAQ PRE 
SRIVSTEGNVPQTLAPVPYETFI 

YBL109W 836bp CDS: 501 836 (SEQ ID NO 35) 

CATCGCTTGATTTCCGGCCTGCAAAAATAAAGTAGTCGGTACGTACTTTCGTTTTCAATTTCCATGGTG 
CACAGTATCTTAACTATCTGCTTAGTCGAGGAGAACCAGGATTCTGTTCGTTGCTCAGCCGCTTCGTGG 
ATATTCTCTTGGATACTTTAAACATGGACCTACGTTCCGCTCTCGAAAAGACCAATATAATAAAAAGTT 
ATAAATTACATTTCCTTATTAGGTATACGACCTCGCGCTTCGAAGTAGAGGAGCCCTTTTTGGCGTACC 
TACATATGGCGCGTCAGACAGACAAACTTCCCCCAAAAATGTATTACCCCGCCGAATAAGAAAACAGAC 
CCATTCACCCACGACGTATCAAGTTACTTCCTTGGTGCAATGTCCCACTATAAAAAAATTCCTTGACGC 
TAGATCGTTGGACTA7VAATCTGCGTCACAATCGCCTAAACAGGAAATATTGCCTATTTTCGTACAAGGT 
TACTTCCTAGATGCTATATGTCCCTACGGCCTTGTCTAACACCATCCAGCATGCAATACAGTGACATAT 
ATATATACCCTAACACTACCCTAACCCTACCCTATTTCAACCCTTCCAACCTGTCTCTCAACTTACCCT 
CACATTACCCTACCTCTCCACTTGTTACCCTGTCCCATTCAACCATACCACTCCCAACCACCATCCATC 
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CCTCTACTTACTACCACCAATCAACCGTCCACCATAACCGTTACCCTCCAATTAGCCATATTCAACTTC 
ACTACCACTTACCCTGCCATTACTCTACCATCCACCATCTGCTACTCACCATACTGTTGTTCTACCCTC 
CATATTGA 

YBL109W lllaa (SEQ ID NO 36) 

MSLRPCLTPSSMQYSDIYIYPNTTLTLPYFNPSNLSLNLPSHYPTSPLVTLSHSTIPLPTTIHPSTYYH 
QSTVHHNRYPPISHIQLHYHLPCHYSTIHHLLLTILLFYPPY 

YHR094C 2213bp CDS: 501.. 2213 (SEQ ID NO 205) 

GCATTGAGTCAAAAGTTTTTCCGAAGTGACCCAGTGCTCTTTTTTTTTTTCCGTGAAGGACTGACAAA 

ATGCGCACAAGATCCAATACGTAATGGAAATTCGGAAAAACTAGGAAGAAATGCTGCAGGGCATTGCCG 

TGCCGATCTTTTGTCTTTCAGATATATGAGAAAAAGAATATTCATCAAGTGCTGATAGAAGAATACCAC 

TCATATGACGTGGGCAGAAGACAGCAAACGTAAACATGAGCTGCTGCGACATTTGATGGCTTTTATCCG 

ACAAGCCAGGAAACTCCACCATTATCTT^ATGTAGCAAAATATTTCTTAACACCCGAAGTTGCGTGTCCC 

CCTCACGTTTTTAATCATTTGAATTAGTATATTGAAATTATATATAAAGGCAACAATGTCCCCATAATC 

AATTCCATCTGGGGTCTCATGTTCTTTCCCCACCTTAAAATCTATAAAGATATCATAATCGTCAACTAG 

TTGATATACGTAAAATCATGAATTCAACTCCCGATCTAATATCTCCTCAGAAATCCAATTCATCCAACT 

CATATGAATTGGAATCTGGTCGTTCAAAGGCCATGAATACTCCAGAAGGTAAAAATGAAAGTTTTCACG 

ACAACTTAAGTGAAAGTCAAGTGCAACCCGCCGTTGCCCCTCCAAACACCGGAAAAGGTGTCTACGTAA 

CGGTTTCTATCTGTTGTGTTATGGTTGCTTTCGGTGGTTTCATATTTGGATGGGATACTGGTACCATTT 

CTGGTTTTGTTGCTCAAACTGATTTTCTAAGAAGATTTGGTATGAAGCACCACGACGGTAGTCATTACT 

TGTCCAAGGTGAGAACTGGTTTAATTGTCTCTATTTTTAACATTGGTTGTGCCATTGGTGGTATCGTCT 

TAGCCAAGCTAGGTGATATGTATGGTCGTAGAATCGGTTTGATTGTCGTTGTAGTAATCTACACTATCG 

GTATCATTATTCAAATAGCCTCGATCAACAAGIK^TACCAATATTTCATTGGTAGAATTATCTCTGGTT 

TAGGTGTCGGTGGTATCACAGTTTTATCTCCCATGCTAATATCTGAGGTCGCCCCCAGTGAAATGAGAG 

GCACCTTGGTTTCATGTTACCAAGTCATGATTACTTTAGGTATTTTCTTAGGTTACTGTACCAATTTTG 

GTACCAAGAATTACTCAAACTCTGTCCAATGGAGAGTTCCATTAGGTTTGTGTTTCGCCTGGGCCTTAT 

TTATGATTGGTGGTATGATGTTTGTTCCTGAATCTCCACGTTATTTGGTTGAAGCTGGCAGAATCGACG 

AAGCCAGGGCTTCTTTAGCTAAAGTTAACAAATGCCCACCTGACCATCCATACATTCAATATGAGTTGG 

AAACTATCGAAGCCAGTGTCGAAGAAATGAGAGCCGCTGGTACTGCATCTTGGGGCGAATTATTCACTG 

GTAAACCAGCCATGTTTCAACGTACTATGATGGGTATCATGATTCAATCTCTACAACAATTAACTGGTG 

ATAACTATTTCTTCTACTACGGTACCATTGTTTTCCAGGCTGTCGGTTTAAGTGACTCTTTTGAAACTT 

CTATTGTCTTTGGTGTCGTCAACTTCTTCTCCACTTGTTGTTCTCTGTACACCGTTGACCGTTTTGGCC 

GTCGTAACTGTTTGATGTGGGGTGCTGTCGGTATGGTCTGCTGTTATGTTGTCTATGCCTCTGTTGGTG 

TTACCAGATTATGGCCAAACGGTCAAGATCAACCATCTTCAAAGGGTGCTGGTAACTGTATGATTGTTT 

TCGCATGTTTCTACATTTTCTGTTTCGCTACTACCTGGGCCCCAATTGCTTACGTTGTTATTTCAGAAT 

GTTTCCCATTAAGAGTCAAATCCAAGTGTATGTCTATTGCCAGTGCTGCTAACTGGATCTGGGGTTTCT 

TGATTAGTTTCTTCACCCCATTTATTACTGGTGCCATCAACTTCTACTACGGTTACGTTTTCATGGGCT 

GTATGGTTTTCGCTTACTTTTACGTCTTTTTCTTCGTTCCAGAAACTAAAGGTTTATCATTAGAAGAAG 

TTAATGATATGTACGCCGAAGGTGTTCTACCATGGAAATCAGCTTCCTGGGTTCCAGTATCCAAGAGAG 

GCGCTGACTACAACGCTGATGACCTAATGCATGATGACCAACCATTTTACAAGAGTTTGTTTAGCAGGA 

AATAA 

YHR094C 570aa (SEQ ID NO 206) 

MNSTPDLISPQKSNSSNSYELESGRSKAMNTPEGKNESFHDNLSESQVQPAVAPPNTGKGVYVTVSICC 
VMVAFGGFIFGWDTGTISGFVAQTDFLRRFGMKHHDGSHYLSKVRTGLIVSIFNIGCAIGGIVLAKLGD 
MYGRRIGLI WWT YTIGII IQI AS INKWYQYFIGRI I SGLGVGGITVLSPMLI SEVAPSEMRGTLVSC 
YQVMITLGIFLGYCTNFGTKNYSNSVQWRVPLGLCFAWALFMIGGMMFVPESPRYLVEAGRIDEARASL 
AKVNKCPPDHPYIQYELETIEASVEEMRAAGTASWGELFTGKPAMFQRTMMGIMIQSLQQLTGDNYFFY 
YGTIVFQAVGLSDSFETSIWGVWFFSTCCSLYTVDRFGRRNCLMWGAVGMVCCYVVYASVGVTRLWP 
NGQDQPSSKGAGNCMIVFACFYIFCFATTWAPIAYWISECFPLRVKSKCMSIASAANWIWGFLISFFT 
PFITGAINFYYGYVFMGCMVFAYFYWFFVPETKGLSLEEVNDMYAEGVLPWKSASWPVSKRGADYNA 
DDLMHDDQPFYKSLFSRK 

YBL099W 2138bp CDS: 501.. 2138 public: 1..2138 {SEQ ID NO 693) 

CCCGGGTGATGCAGTTGCGGCCGGCCCTGGCCAATCAGATCCCTTTAAAAATGGGCCCGGTGCGCTTCT 

ACCCCTTCACGCCTTTTACGCCTTTTTCGAATCTTGTATTTATTGTAATTATTAAACATTGGTCATATC 

AAATTCACATCAGACTTCAATTTTTCAATTCACTTTCTGAATAAGAGCCCTTCCCTTCATACAAGTAGA 

GATATTATACTGTCATAGCTCTTTCAATTGGTCTTATTAGATTGTCTCCATCTTTCCCATTGACGTTGT 

TACTCCCTCTCTTTTTTCGTTTTTAACTGATTTCTCATATATTCCCAAACAGGCATATATACTCGACGT 

CAAGAAAGAAAAGAAAAGAAAACCCTCATAAAAAATATAATCGAGAAGTTTTTTTCCTCATCGCGAACC 
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ATTAGTATAACAGATTGATCGTTCAGCTCTCATAACTATCGCAAGAACAGTAACAAAATAAATAAAAAA 
AACACGCACATATAATAATGTTGGCTCGTACTGCTGCTATTCGTTCTCTATCGAGAACTCTAATTAACT 
CTACCAAGGCCGCAAGACCTGCCGCTGCTGCTTTGGCTTCCACCAGAAGATTGGCTTCCACCAAGGCAC 
AACCCACAGAAGTTTCCTCCATCTTAGAGGAAAGAATTAAGGGTGTGTCCGACGAGGCCAATTTGAACG 
AAACTGGTAGAGTTCTTGCAGTCGGTGATGGTATTGCTCGTGTTTTTGGTTTGAACAACATTCAGGCTG 
AAGAATTGGTCGAGTTCTCCTCTGGTGTTAAAGGTATGGCTTTGAACTTGGAGCCTGGTCAAGTCGGTA 
TCGTTCTTTTCGGTTCCGATAGACTGGTTAAAGAAGGTGAATTGGTCAAGAGAACCGGTAATATTGTTG 
ATGTCCCAGTCGGTCCAGGCCTTTTGGGTAGAGTTGTCGACGCTTTAGGTAACCCTATTGATGGTAAAG 
GTCCTATTGACGCTGC CGGTCGTTC AAGAGCTC AAGTCAAAGC ACC AGGT ATTTTGCC AAG AAGATC TG 
TCCATGAACCAGTTCAAACCGGTTTGAAAGCCGTTGACGCCTTGGTCCCTATCGGTAGAGGTCAAAGAG 
AGTTGATTATTGGTGATCGTCAAACAGGTAAGACTGCTGTCGCCTTAGACACCATCTTGAATCAAAAGA 
GATGGAATAACGGTAGTGACGAATCCAAGAAACTTTACTGTGTTTACGTTGCCGTTGGACAAAAAAGAT 
CTACCGTTGCTCAATTGGTCCAAACTTTGGAACAACATGACGCCATGAAGTACTCTATTATTGTTGCAG 
CTACTGCATCTGAAGCCGCTCCTCTACAATACTTGGCTCCATTTACTGCCGCATCCATTGGTGAATGGT 
TCAGAGATAATGGAAAGCACGCTTTGATCGTCTATGACGATTTGTCCAAGCAAGCCGTGGCATACCGTC 
AATTATCTTTGTTGTTGAGACGTCCTCCTGGTCGTGAAGCCTACCCTGGTGATGTCTTTTACTTGCATC 
CAAGATTGCTAGAAAGAGCCGCTAAGCTTTCTGAAAAGGAAGGTTCTGGTTCTTTAACTGCTTTGCCTG 
TTATTGAAACCCAAGGTGGTGATGTCTCCGCTTATATTCCAACCAATGTTATTTCCATTACCGATGGTC 
AAATATTCTTGGAAGCTGAATTATTCTACAAGGGTATCAGACCTGCCATTAACGTTGGTTTGTCCGTTT 
CTCGTGTCGGTTCCGCTGCTCAAGTTAAGGCTTTGAAGCAAGTCGCTGGTTCCTTGAAATTGTTTTTGG 
CTCAATACAGAGAAGTCGCTGCTTTTGCTCAATTCGGTTCCGATTTAGATGCCTCCACCAAGCAAACTT 
TGGTTAGAGGTGAAAGATTGACTCAATTGTTGAAGCAAAACCAATATTCTCCTTTGGCTACAGAAGAAC 
AGGTTCCATTGATTTATGCCGGTGTTAATGGTCATTTGGATGGTATTGAACTATCAAGAATTGGTGAAT 
TTGAGTCCTCCTTTTTGTCCTATCTAAAATCCAATCACAATGAGCTTTTGACCGAAATTAGAGAAAAGG 
GTGAATTGTCTAAAGAATTGTTGGCATCTCTAAAGAGTGCTACTGAATCATTTGTTGCCACTTTTTAA 

YBL099W 545aa public: 1..545 (SEQ ID NO 694) 

MLARTAAIRSLSRTLINSTKAARPAAAALASTRIU^ASTKAQPTEVSSILEERIKGVSDEANLNETGRVL 
AVGDGIARWGLNNIQAEELVEFSSGVKGMALNLEPGQVGIVLFGSDRLVKEGELVKRTGNIVDVPVGP 
GLLGRWDALGNPIDGKGPIDAAGRSRAQVKAPGILPRRSVHEPVQTGLKAVDALVPIGRGQRELIIGD 
RQTGKTAVALDTILNQKRWNNGSDESKKLYCVYVAVGQKRSTVAQLVQTLEQHDAMKYS 1 1 VAATASEA 
APLQYLAPFTAASIGEWFRDNGKHALIVYDDLSKQAVAYRQLSLLLRRPPGREAYPGDVFYLHPRLLER 
AAKLSEKEGSGSLTALPVIETQGGDVSAYIPTNVISITDGQIFLEAELFYKGIRPAINVGLSVSRVGSA 
AQ VKALKQVAGS LKLF L AQ YREVAAF AQ FGSDLDAS TKQTLVRGERLTQL LKQNQYS PL ATEEQVPL I Y 
AGVNGHLDGIELSRIGEFESSFLSYLKSNHNELLTEIREKGELSKELLASLKSATESFVATF 

YDR504C 884bp CDS: 501.. 884 public: 1..884 <SEQ ID NO 695) 

TAAAAGCCTTGCATATTGCTCAGAGTAAATTACAAGCGTTAAATGATAATTCAAAATCTCAAAATACAA 

ATGACAGTTCTTCCAATAATTTTACGAATGCTGCAACTTATTCAAAGCCTAAATTGAATATCAAGATTT 

TAAACGCAGAATTCCAATTTGATAGAAAGGAATTAACGTTTTACTACGTTTGTGAGGAGAGAAATGATT 

TTAGAGACTTGATAAAAGAGCTGTTCAAATATTACAAGACAAGAATTTGGTTGTGTGCCATCCCGAATA 

ATCTGTCTATTGATTCTAAGTATTATGATAAACAACAAAAAGAGCTGAAATTATATCAAAACATAGTAA 

AAAATTACAATGCTGAAGATTTAATGAATGTCAATGAGTTTTCGCAGAACAGGGGGAATAACAGAGTTA 

ATTTTGCACCTCCGTTGAACGAAATTGAACTCGACAACTTTCAGATTGCTGTGTATGAAGAATTAGTTC 

ACGAATTATTTCATTAAATGATCTGTTATTTCCTTGTTGTAACTATAAATTTTCTAAAAGAAAAGACAA 

CCATTTGCCATTATTTTGTTAACATTTTTTCATTGTTTTTGTTTTTGTTTGTTTTTGTTTTTGTTTTTA 

TTTTTGTCTACTTTTTTTATGTTATTTTGTTTTATCGTTTCTGTTCGTTGTTTACCTATTTTCCTGCCA 

ATTCAATTTGGTACTATCTTTCTATTATCAATATTTTCTTTCCCTTATGTTTTTTTCTATATGAAAACT 

TCACAGGGAGAAATAG7UVGAAAATGTTCATTATTCTGTTTAACTTTGATAAAAATTACTTATACGTCTC 

CCAATCATGGTTTCATGGTCACTGGTAAGGAAAAATTCGAAAAACTACGGGACTAA 

YDR504C 127aa public: 1..127 (SEQ ID NO 696) 

MICYFLWTINFLKEKTTICHYFWIFSLFLFLFVFVFVFIFVYFFYVILFYRFCSLFTYFPANSIWYY 
LSIINIFFPLCFFLYENFTGRNRRKCSLFCLTLIKITYTSPNHGFMVTGKEKFEKLRD 
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YEL032W 3416bp CDS: 501.. 3416 public: 1..3416 (SEQ ID NO 697) 

TATCTACCGGCTGCAAGCAGCCGGTCGGTGGCAAATCCGGCGCTTCCCCCTCAAAAAAAAAAAAAAAAA 

AAAAAAAAGGGAACTCTCAGAACGGGGGAGGTTGAAGAGCAGGCCAAGGGAAATATTAGTTTTGACCTA 

TGTGGGAAACAGAATTTTCAATGAGTTATGGCAACTTGGCCGAGTGGTTAAGGCGAAAGATTAGAAATC 

TTTTGGGCTTTGCCCGCGCAGGTTCGAGTCCTGCAGTTC^ 

CTTGTTCGTCAGATCGAGGCGGTAGAAGAAACAATTACTTTTCCTAAATGGGTAAAAACTCGTGTTTTA 
GGAAAAAAAAGAAAAATTTGGTCAAAACTCGAAAGATAGGTTCTTAATCTTCTTTCAAGTTGAAAAGGC 
CTACGCTCTTTTCCTTGAAGCATTTTCATCCTACTGCTCGTATTGAACTCCACTATAAGCGCACCAAAA 
AGATACAAACGTCAATTATGGAAGGCTCAACGGGATTTGATGGAGACGCTACTACTTTTTTCGCTCCAG 
ACGCTGTGTTTGGTGACAGAGTGCGCAGATTTCAAGAGTTTTTAGATACTTTCACCTCATACAGAGACT 
CTGTAAGGTCCATACAAGTTTACAACAGCAATAACGCGGCCAACTACAACGATGATCAAGATGACGCAG 
ACGAACGAGATTTGCTAGGTGATGACGACGGTGATGATCTTGAAAAGGAAAAGAAAGCAGCATCGTCCA 
CCTCATTGAATATACTCCCTCACAGGATTATCATCTCGCTTGATGACTTGAGAGAATTCGACAGGTCGT 
TCTGGTCGGGCATTTTAGTCGAACCAGCATACTTCATCCCGCCTGCCGAAAAGGCGCTTACTGACCTAG 
CAGATTCCATGGACGATGTTCCACATCCCAATGCCTCTGCAGTATCGTCTCGCCATCCTTGGAAGCTTT 
CGTTCAAAGGCTCATTTGGTGCACACGCATTGTCTCCTCGTACTCTAACGGCACAACATTTAAACAAAC 
TGGTCTCTGTTGAGGGTATCGTAACTAAGACTTCGTTGGTCAGGCCAAAGCTTATCAGATCTGTCCACT 
ACGCGGCAAAGACTGGTAGATTCCATTACAGAGATTATACAGATGCTACTACAACTCTCACCACCCGCA 
TCCCAACGCCTGCCATCTATCCAACGGAGGACACTGAAGGTAACAAACTAACCACCGAATATGGGTATA 
GTACGTTCATAGACC ATC AGCGTATCACTGTGCAAGAAATGCCC GAAATGGC CCCCGCTGGCC AACTTC 
CCAGGTCCATTGACGTCATTCTCGATGACGACCTTGTGGACAAGACCAAGCCAGGTGACAGAGTTAACG 
TTGTCGGGGTATTCAAGTCGCTTGGTGCTGGTGGCATGAACCAGTCCAACTCTAATACATTGATCGGGT 
TCAAAACTCTGATCCTAGGTAATACGGTGTATCCTCTCCACGCCAGATCCACGGGTGTCGCTGCGAGAC 
AAATGTTGACAGATTTCGATATAAGAAATATCAATAAACTATCCAAAAAAAAGGACATTTTCGATATCT 
TGTCTC AATCTTTAGCGC CTTCTATTTATGGAC ATGACC ATATAAAG AAAGC C ATTTTATTGATGCTC A 
TGGGAGGTGTGGAGAAAAATTTAGAAAATGGCTCGCATTTAAGAGGTGACATCAATATCCTAATGGTGG 
GTGATCCATCCACTGCCAAGTCCCAATTGCTAAGGTTTGTGTTGAATACAGCATCACTGGCAATTGCTA 
CTACTGGTAGAGGTTCTTCCGGTGTCGGTTTGACCGCAGCGGTCACTACTGATAGGGAAACAGGTGAAA 
GAAGACTAGAGGCTGGTGCCATGGTTCTTGCTGACCGCGGGGTTGTATGTATTGATGAATTTGATAAGA 
TGACAGATGTGGATAGAGTCGCCATTCATGAAGTAATGGAACAACAAACGGTGACGATTGCCAAAGCAG 
GTATTCACACAACATTAAATGCTCGTTGTAGTGTTATTGCTGCCGCAAATCCCGTTTTTGGGCAGTACG 
ATGTC AATAGAGATCCAC AC C AAAAC ATTGCCCTACCGG ACTCGC TGTTGTCTCGTTTTGATTT ACTAT 
TTGTTGTGACAGACGATATCAATGAAATCAGAGATAGATCCATTAGTGAGCATGTCTTAAGAACACACA 
GATATTTGCCTCCAGGTTATTTAGAGGGTGAACCTGTGAGAGAGCGTTTGAATTTATCATTAGCCGTTG 
GGGAGGATGCAGATATAAATCCTGAAGAGCATTCCAACTCCGGGGCTGGTGTAGAAAATGAAGGAGAAG 
ATGATGAAGACCATGTCTTCGAAAAGTTCAACCCCTTATTACAAGCAGGTGCTAAGTTAGCAAAAAACA 
AAGGTAACT ATAACGGTAC AGAAATTC CAAAGCT AGTC ACC ATCCCATTC TTAAGAAAGTACGTTC AAT 
ATGCCAAGGAAAGGGTTATTCCACAGTTAACACAAGAAGCCATCAATGTTATTGTGAAAAATTATACTG 
ATTTAAGAAACGATGATAATACCAAAAAATCGCCCATTACTGCAAGAACTTTGGAGACTTTGATCAGAT 
TAGCCACAGCTCACGCCAAAGTCAGGTTATCCAAAACAGTCAACAAGGTGGATGCTAAAGTGGCTGCCA 
ATCTACTAAGGTTTGCACTATTGGGTGAGGATATCGGCAATGATATCGATGAAGAGGAAAGTGAATACG 
AAGAAGCTTTGTCGAAGAGGTCTCCACAGAAATCACCGAAAAAAAGACAAAGAGTCAGACAACCAGCAA 
GCAACTCTGGATCCCCAATCAAATCTACTCCAAGAAGGTCAACGGCATCTTCCGTTAATGCCACGCCAT 
CGTCAGCACGCAGAATATTACGTTTTCAAGATGACGAACAGAACGCTGGTGAAGACGATAACGATATAA 
TGTCACCGCTTCCTGCGGATGAGGAAGCTGAATTACAAAGAAGGCTTCAACTGGGGTTGAGAGTGTCTC 
CAAGACGTAGAGAACATCTTCACGCACCTGAGGAAGGTTCGTCGGGACCTCTTACCGAGGTCGGTACTC 
CAAGATTACCTAACGTATCTTCTGCAGGTCAGGATGATGAGCAACAACAGTCAGTTATTTCTTTTGACA 
ATGTGGAGCCTGGTACCATTTCTACTGGTAGATTGTCTTTAATCTCAGGTATTATTGCGCGTCTGATGC 
AAACAGAAATATTTGAAGAAGAATCCTATCCTGTGGCCTCTTTGTTCGAAAGAATCAACGAAGAACTAC 
CGGAGGAGGAAAAATTCTCCGCTCAAGAATATTTAGCAGGTTTGAAGATCATGTCGGACAGAAATAACT 
TAATGGTTGCTGACGATAAAGTTTGGAGAGTCTGA 

YEL032W 971aa public: 1..971 (SEQ ID NO 698) 

MEGSTGFDGDATTFFAPDAVFGDRVRRFQEFLDTFTSYRDSVRSIQVYNSNNAANYNDDQDDADERD 

GDDDGDDLEKEKKAASSTSLNILPHRIIISLDDLREFDRSFWSGILVEPAYFIPPAEKALTDLADSMDD 

VPHPNASAVSSRHPV^LSFKGSFGAHALSPRTLTAQHI^LVSVEGIVTKTSLVRPKLIRSVHYAAKTG 
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RFHYRDYTDATTTLTTRIPTPAIYPTEDTEGNKLTTEYGYSTFIDHQRITVQEMPEMAPAGQLPRSIDV 
ILDDDLVDKTKPGDRV1WVGVFKSLGAGGMNQSNSNTLIGFKTLILGNTVYPLHARSTGVAARQMLTDF 
DIRNINKLSKKKDIFDILSQSLAPSIYGHDHIKKAILLMLMGGVEKNLENGSHLRGDINILMVGDPSTA 
KSQLLRFVLNTAS LAI ATTGRGS SGVGLTAAVTTDRETGERRLEAGAMVLADRGVVC IDEFDKMTDVDR 
VAIHEVMEQQTVTIAKAGIHTTLNARCSVIAAANPVFGQYDVNRDPHQNIALPDSLLSRFDLLFWTDD 
INEIRDRSISEHVLRTHRYLPPGYLEGEPVRERLNLSLAVGEDADINPEEHSNSGAGVENEGEDDEDHV 
FEKFNPLLQAGAKLAKNKGNYNGTEIPKLVTIPFLRKWQYAKERVIPQLTQEAIWIVKNYTDLRNDD 
NTKKSPITARTLETLIRLATAHAKVRLSKTVNKVDAKVAANLLRFALLGEDIGNDIDEEESEYEEALSK 
RSPQKSPKKRQRVRQPASNSGSPIKSTPRRSTASSVNATPSSARRILRFQDDEQNAGEDDNDIMSPLPA 
DEEAELQRRLQLGLRVSPRRREHLHAPEEGSSGPLTEVGTPRLPNVSSAGQDDEQQQSVISFDNVEPGT 
ISTGRLSLISGIIARLMQTEIFEEESYPVASLFERINEELPEEEKFSAQEYLAGLKIMSDRNNLMVADD 
KVWRV 

YGR146C 1136bp CDS: 501.. 1136 public: 1..1136 (SEQ ID NO 699) 

CTTTCAGTTGGGCATCTTTTTTTTTCACAATTAGGCCGCCCTTTTTTCCCAAATTGGCACTTGTTTGTA 

CGATCTTTAGCTAGAACTTGGAGACCTGAAACGTGGTGATTCTTATATTTAAAGGAATACCGATCTTTT 

CCGTTTCAACACCCCAATTGTGAGAATTTTATTTCTTGCATTTCGGAAAATTTAGATACATTCACATCC 

ATACTTGGACACATATATATATACAATATAATCATTGACACAGGCCATCGCCATTGAGTAAACTGTCTT 

TGAACTGTCTAAAGAACTTAGAACTATAGTGTTGTCCCAAGAAGTTAAAAATTGAACACTTGTGAGAAT 

TATAAAACAGAGTAAGCAAAGAAAGAATAGAGAAACAATACTCCGCTACCGATTCTCCTTTTTTTCCTT 

ATAAAAAAAGCTCGAGAATAATTACTTTATTCTTATCCCTCCACTCCTTTCAGGTATTCTTTACCGATT 

TGCATATCAATCATATAATGAGCACCGCATTCAACGATTACTGCACTGTTTGTGATCGTCTCATTCCAA 

CATCTCCACAGAAAACGAACATTAATACCAGGAAGATCGAAAGGGA 

AATCAAATAAGTTATATTGCTCCGAAGATTGTAAGCTGAAGGATTCGAACCCTCTTAATGAGAAATTAT 
TATCCCACTTGCATAAAAAATCAAAAACTTCTCATTCGCATAATCTCACTCCACCGCTTTCATATTCTA 
AAAATTTAACTGCATCAAACCTCTTCGAGCCGACTACCTCACTATCTTCATCTCCGACATCTTCAACTA 
TCCCCTTTGACGAGTTGGAGAAGCTAGAGTCCTTATTAATTTCACCATTGCTGCTACCTCAGGATGGTA 
TAGTCAATCCTAAGCAGGAGTCTAATCCTTCTCGTGTTGACGAATATGATGAAAATGAACATTATTTGA 
ACTTAGCCGACTCTCTTAGACTCGATTCTAGTTACCAATTGCATTCAAAGGCACATTTGGGTTACGAAA 
ACAACTTGCCACGATCAAACGATCTAATTGATGATCATTTGATCTCAGATCAGATCATTGAGAATAACT 
ACAACCTATGGTTTAGACTATCCTCCAGTTAA 

YGR146C 211aa public: 1..211 (SEQ ID NO 700) 

MSTAFNDYCTVCDRLIPTSPQKTNINTRKIQRDNETKSSLQSNKLYCSEDCKLKDSNPLNEKLLSHLHK 

KSKTSHSHNLTPPLSYSKNLTASNLFEPTTSLSSSPTSSTIPFDELEKLESLLISPLLLPQDGIVNPKQ 

ESNPSRVDEYDENEHYLNLADSLRLDSSYQLHSKAHLGYENNLPRSNDLIDDHLISDQIIENNYNLWFR 
LSSS 

YHR135C 2117bp CDS: 501.. 2117 public: 1..2117 (SEQ ID NO 701) 

AGAGTATAACGAGTACATTAATGAGAAAGATTCAAGTAGAGCGCAGCGTCAAAACGCTGCCGCCGTTTT 

AAGCAAGCTCGCCCATGACTTTTGGGAGAACGACTGTGTCATTGACGAAGACATATTCGAAGATTCGTC 

TGACGAAGAACAATCATGATTGCATCTCTTT^ATCGTTACACATACATACCTTCTACCTCTGTACTGTTA 

CATATGCATTGACTTTACGATCTAATATAAATCCTTTTGATGTTACCCCGCCTGTGGGCTCGTTCTCCT 

TTCGTTTCTTACGATTTTTTCGCCGGAACAAGAAAAAACAGAACAAAACAAATCAGCGATCGTATACAT 

GGGTCTTTGATTTCTGCTTGCTTCTTACAAACAACAAACGCAAACCGTTCATTGAGTGCTCTGTGACTG 

GTTTTCATGTGGATGCCATAGTAGAGAAAAGACACATACAAAAATTTCGCGCATTCGCTGGCCCTTTTC 

CTGCTCTCCTCTTCCCCATGTCCATGCCCATAGCAAGTACCACTCTAGCAGTTAACAACCTCACCAATA 

TAAACGGAAACGCAAATTTTAACGTACAAGCAAACAAACAACTCCACCACCAGGCTGTCGACTCGCCCG 

CAAGATCTTCGATGACCGCCACGACCGCCGCCAACTCCAACAGCAACTCTTCCAGAGATGACTCTACTA 

TTGTCGGCCTACATTACAAGATCGGCAAAAAAATAGGGGAAGGTTCCTTTGGTGTGCTATTTGAAGGTA 

CTAATATGATCAATGGCGTACCCGTCGCGATCAAATTCGAGCCCAGAAAAACGGAGGCCCCTCAATTAA 

GAGATGAATATAAAACATATAAAATTCTGAATGGCACTCCCAATATCCCCTACGCGTACTACTTCGGCC 

AAGAAGGTTTGCACAATATCTTGGTCATTGATCTTTTGGGTCCCTCTTTGGAAGATTTATTTGATTGGT 

GTGGAAGAAAATTTTCTGTCAAAACGGTTGTGCAAGTTGCTGTCCAAATGATTACTTTGATTGAAGACT 

TGCACGCACATGACTTGATATACCGTGATATCAAACCAGACAATTTCTTGATTGGAAGGCCCGGCCAAC 

CTGACGCAAACAACATCCATTTGATCGACTTCGGTATGGCCAAACAGTATCGTGATCCGAAAACTAAAC 
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AGCACATCCCATATAGAGAGAAAAAATCACTCAGCGGCACTGCCAGATATATGTCCATTAATACTCACC 
TTGGAAGAGAGCAGTCCAGAAGAGATGATATGGAGGCCTTGGGTCACGTTTTCTTTTATTTCTTGAGAG 
GCCACTTACCCTGGCAGGGTTTAAAAGCTCCAAACAATAAGCAAAAATACGAAAAGATTGGTGAAAAGA 
AAAGATCTACTAACGTTTACGATCTAGCTCAAGGCTTACCTGTGCAATTTGGCAGGTATCTAGAAATCG 
TCAGAAGTCTTTCCTTTGAAGAGTGTCCCGATTATGAAGGCTATAGAAAACTATTACTATCTGTACTGG 
ATGATTTAGGTGAAACCGCGGACGGCCAATATGATTGGATGAAACTGAACGATGGCCGTGGTTGGGATC 
TTAACATAAACAAGAAGCCAAATCTCCACGGATACGGCCATCCAAATCCACCAAACGAAAAATCGAGAA 
AACATAGAAACAAACAGCTCCAAATGCAACAGCTCCAAATGCAACAGCTCCAACAACAGCAACAGCAAC 
AGCAATATGCTCAAAAAACTGAGGCAGATATGCGCAATTCTCAATATAAACCAAAGTTAGACCCTACTT 
CTTATGAAGCTTACCAGCATCAAACCCAGCAGAAATACCTGCAAGAACAACAAAAGAGACAGCAGCAAC 
AAAAACTTCAGGAGCAACAACTTCAAGAGCAACAATTGCAACAGCAGCAACAGCAACAGCAACAGCTAC 
GTGCAACAGGCCAACCTCCATCTCAGCCTCAAGCGCAAACTCAATCTCAGCAGTTTGGCGCTCGTTATC 
AACCACAACAACAACCTTCTGCTGCTTTAAGAACTCCTGAACAGCACCCAAATGACGATAATTCAAGTC 
TAGCTGCTTCTCATAAGGGCTTTTTCCAAAAATTAGGTTGTTGCTAA 

YHR135C 538aa pulic: 1..538 (SEQ ID NO 702) 
MSMPIASTTLAVNNLTNINGNANFNVQANKQLH 

KI GKKIGEGS FGVLFEGTNMINGVPVAI KFEPRKTE APQLRDE YKTYKI LNGTPNI P YAYYFGQEGLHN 
ILVIDLLGPSLEDLFDWCGRKFSVKTWQVAVQMITLIEDLHAHDLIYRDIKPDNFLIGRPGQPDANNI 
HLIDFGMAKQYRDPKTKQHIPYREKKSLSGTARYMSINTHLGREQSRRDDMEALGHVFFYFLRGHLPWQ 
GLKAPl^KQKYEKIGEKKRSTNVYDLAQGLPVQFGRYLEIVRSLSFEECPDYEGYRKLLLSVLDDLGET 
ADGQYDWMKL1TOGRGWDLNINKKPNLHGYGHPNPPNEKSRKHRNKQLQMQQLQMQQLQQQQQQQQYAQK 
TEADMRNSQYKPKLDPTSYEAYQHQTQQKYLQEQQKRQQQQKLQEQQLQEQQLQQQQQQQQQLRATGQP 
PSQPQAQTQSQQFGARYQPQQQPSAALRTPEQHPNDDNSSLAASHKGFFQKLGCC 

YJL060W 1835bp CDS: 501.. 1835 public: 1..1835 (SEQ ID NO 703) 

TAGAGCAGATTGTTTTGAGTAGGATTTAGGAATCAAGACCTCCATCTTTGTCGCATTATTCCTAAATGT 

AACGTAACTCGTTTGATAAGAGAATGTCTAATCGAAGAGAGTTAATAACTTAATAAGCTCTTTAAAAGA 

ACGATGGCATTTATCGTCTCCTATGCCAAGATAATTACTGGCTCAAAATTGTTCAGCGTTCATAAAACT 

TTGATATCACTTTCTGGCGCACAAGCTAACCTTTATGTAGTTCTTACGTAGATTCTTTTTAGCAAGTGC 

CTGGTAGTGGTTATTACATAAATGTATCTTTTCATTTGATAACAATTTCTTCAGTAGCATGTCGTGTCT 

AGCACGTGACGTAGAACTGTGGCTTTTTTGTTGTCATTATGACAATCAAGATACCAAAATTCAGTCATG 

TTTAAAAGGGGAAGGTACGATAGAGATATATATAAAGTGTTCAATTTACTATAATTGCGTATAGAATCC 

ATTGTTACTTGCTCTCAATGAAACAACGATTCATTCGTCAATTTACGAACCTAATGTCTACTTCGAGAC 

CGAAAGTTGTTGCCAACAAATATTTCACTTCTAACACTGCCAAAGATGTTTGGTCGCTAACCAATGAAG 

CCGCTGCAAAAGCTGCCAATAACTCCAAAAACCAAGGCCGTGAACTTATTAATTTAGGCCAAGGCTTTT 

TTTCATATTCCCCTCCTCAATTCGCCATTAAGGAGGCTCAGAAAGCCCTAGACATTCCAATGGTCAATC 

AATATTCTCCAACTAGAGGTCGACCTTCATTAATTAATTCCTTGATTAAGTTGTATTCTCCTATTTATA 

ACACAGAATTGAAAGCGGAAAATGTTACCGTAACAACAGGTGCCAATGAAGGTATACTTTCTTGCTTGA 

TGGGGCTTTTGAACGCTGGCGACGAGGTTATTGTTTTTGAACCTTTCTTTGACCAATATATTCCAAATA 

TCGAACTTTGCGGTGGTAAAGTTGTTTACGTCCCCATAAATCCTCCAAAGGAATTGGATCAAAGGAATA 

CTAGAGGTGAAGAATGGACCATTGACTTTGAGCAGTTCGAAAAAGCGATTACATCCAAGACAAAAGCTG 

TCATTATCAATACCCCTCACAACCCAATTGGTAAAGTTTTCACGCGCGAGGAATTAACCACTTTAGGTA 

ACATTTGCGTCAAGCACAACGTTGTGATTATATCTGATGAAGTCTATGAACACCTTTACTTCACTGATT 

CTTTCACTAGAATTGCCACACTCTCTCCAGAAATTGGGCAACTAACCTTAACGGTCGGTTCTGCCGGTA 

AATCGTTTGCTGCTACTGGTTGGAGAATTGGTTGGGTCTTATCCTTGAACGCAGAGTTGTTAAGTTATG 

CAGCTAAGGCACATACAAGAATTTGTTTTGCATCTCCATCCCCTCTACAGGAAGCTTGTGCAAACTCTA 

TTAACGACGCTTTAAAAATTGGGTATTTTGAAAAAATGAGACAGGAATATATCAACAAATTCAAAATTT 

TCACATCGATCTTTGATGAATTGGGACTACCATATACAGCTCCAGAGGGTACATATTTTGTCCTCGTTG 

ATTTCTCTAAAGTGAAAATTCCCGAGGACTATCCCTACCCAGAGGAGATCCTGAATAAGGGAAAAGATT 

TTCGCATTTCTCACTGGTTGATCAATGAATTAGGTGTGGTTGCCATTCCACCAACTGAATTCTATATCA 

AAGAGCACGAAAAGGCTGCTGAGAATTTGTTAAGGTTTGCAGTTTGTAAAGATGATGCTTATCTAGAAA 

ATGCCGTAGAGAGATTAAAACTACTCAAGGACTACTTATAA 
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YJL060W 444aa public: 1..444 (SEQ ID NO 704) 
MKQRFI RQFTNLMSTSRPKWANKYCT^ 

QFAIKEAQKALDIPMVNQYSPTRGRPSLINSLIKLYSPIYNTELK^^ 

GDEVIWEPFFDQYIPNIELCGGKVVYVPINPPKELDQRNTRGEEWTIDFEQFEKAITSKTKAVIINTP 
HNPIGKVFTREELTTLGNICVKHNWIISDEVYEHLYFTDSFTRIATLSPEIGQLTLTVGSAGKSFAAT 
GWRIGWVLSLNAELLSYAAKAHTRICFASPSPLQEACANSINDALKIGYFEKMRQEYINKFKIFTSIFD 
ELGLPYTAPEGTYFVLVDFSKVKIPEDYPYPEEILNKGKDFRISHWLINELGWAIPPTEFYIKEHEKA 
AENLLRFAVCKDDAYLENAVERLKLLKDYL 

YKL123W 881bp CDS: 501-881 public: 1..881 (SEQ ID NO 705) 

AAAATTAATGGATGTAACACAAAATATTGGCATTGATCTTTTCATTGGAATTGGCGCGTTTAATGCCGC 

ATATACAAGAACATATACGAGGGATGGTCTATTGGAAGACCCGGATAATGTTAGCTTCCGTGAAGCTCT 

CTCTGAAGGCAAAGATATTGAAGTCGCCAAAGATCTTCAAAGAGTTCACGATCCACATGATGAAAGTGA 

TGAAATGACGTCAGATGAGGTTGAATTACATGTTAATTTGGGCCAAGTTGGGTTCGTCTTTATAGAAGC 

CAATGTGAAAAAATATGCGTTTGGGAGTGTTTATGGCCAAATTGGAATTCCTCCTGCGTATAATGGAAC 

CGAGATCAAGAAGGATACTATTTTACAGAAAGGAGAAGAATTGCCACCAAGATATGCTGACACTGATAA 

TTTCTTTGGTAGTATGAAGGTAAAAGAAGGGTCATCCTCTAGGATAACGGCGCAAACTAGTAAGCCCCT 

GTGGTCTGTTGGGACGTATG AAAGAATCTCTTC TAACTTTGAC AGAGAAAATAATGTTTACC ACGAC AG 

TCTTGAAACCGACGATAACAACACCGATAACAATGTTAATAACAACGATGAGAACGCTGGTTGCAATGA 

AAATTCGCCATTATTGGAAGATGATGGCAATAAAAGACCGGAAAATTCAAATACCCCGCGTGAAGTATC 

AGATGGAGCTATCAATAAGAACCCTAGAAATAAATCTACTAAAAAACGTCAAAGAAACAGAGGCAAATC 

TTCTAAAAAGAAGAACAGATCGAGAAAATAAGAGACATTATGAATTTGGTTTTTTTTACAATTTACGCA 

TACACAATATATACATTCCTACTAGCTTTTTTTTCTTCAATTCGATAGTTTAG 

YKL123W 126aa public: 1..126 (SEQ ID NO 706) 
MKESLLTLTEKIMFTTTVLKPTITO 

RTLEINLLKNVKETEANLLKRRTDRENKRHYEFGFFYNLRIHNIYIPTSFFFFNSIV 

YML028W 1091bp CDS: 501.. 1091 public: 1..1091 (SEQ ID NO 707) 

GGTAAACGATAGGGTGATAACCGCTGTGATAAAGAACTTCGTGCTCTTTTGGGTTACACTACTCCCCTA 

TGTGAAGGAGAAGCTGGATGATATTGTTGCACAGAGAGCAAGGGACCGTGAGCAACCGGCTCCATCTGC 

CCAACAGCAGGAAAACGAAGATGAGGCCCTCATAATCCCTGACGAGGAAGAACCCACCGCCACAGGTGC 

GCAACCTCATCTCTACATTCCTGATGAAGACTAATTGCAATGCGATGTGGCCACGTTATATAATGCGTT 

TAAGGTGTACGAAAACCCATGCTGTTCTGGCCCGTCGGGTTTTCTGACAAATTGTCCTTTAGGGATTTT 

TCGGTTTGGCTCGGGTTGGCAAAGTCGGCTGGCAACAAACCAGGACATATATAAAGGGAGGTAATTCGT 

CAGATCAATGCCGAACCGTTCTCAACGGGCCTTCCCCTCGTTCAATTGCTCACAACCAACCACAACTAC 

ATACACATACATACACAATGGTCGCTCAAGTTCAAAAGCAAGCTCCAACTTTTAAGAAAACTGCCGTCG 

TCGACGGTGTCTTTGACGAAGTCTCCTTGGACAAATACAAGGGTAAGTACGTTGTCCTAGCCTTTATTC 

CATTGGCCTTCACTTTCGTCTGTCCAACCGAAATCATTGCTTTCTCAGAAGCTGCTAAGAAATTCGAAG 

AACAAGGCGCTCAAGTTCTTTTCGCCTCCACTGACTCCGAATACTCCCTTTTGGCATGGACCAATATCC 

CAAGAAAGGAAGGTGGTTTGGGCCCAATCAACATTCCATTGTTGGCTGACACCAACCACTCTTTGTCCA 

GAGACTATGGTGTCTTGATCGAAGAAGAAGGTGTCGCCTTGAGAGGTTTGTTCATCATCGACCCAAAGG 

GTGTCATTAGACACATCACCATTAACGATTTGCCAGTCGGTAGAAACGTTGACGAAGCCTTGAGATTGG 

TTGAAGCCTTCCAATGGACCGACAAGAACGGTACTGTCTTGCCATGTAACTGGACTCCAGGTGCTGCTA 

CCATCAAGCCAACCGTTGAAGACTCCAAGGAATACTTCGAAGCTGCCAACAAATAA 

YML028W 196aa public: 1..196 (SEQ ID NO 708) 

MVAQVQKQAPTFKKTAVVDGVFDEVSLDKYKGKYWLAFIPLAFTFVCPTEIIAFSEAAKKFEEQGAQV 
LFASTDS E YS LLAWTNI PRKEGGLGPINI PLLADTNHSLSRDYGVLI EEEGVALRGLF I IDPKGVIRHI 
TINDLPVGRNVDEALRLVEAFQWTDKNGTVLPCNWTPGAATIKPTVEDSKEYFEAANK 

YOL052C-A 686bp CDS: 501.. 686 public: 1..686 (SEQ ID NO 709) 

TGGCCACTGAAAATTCCTGGCCAGACCACCCCTGAGCTAAGGGAGTTTAGCCGCTCAAGCTTTTATTTC 

CTCTGATGTAATATATCACACACCCAGACACGGTTGCCAAGGCCTCGACGGAAGGCCGCTTCAAGGGAC 

GGGGCAGTGGCTATCAGAAATACCTTAATATCATCAATATTTTTCATCAATCGCAAGGTGTCAAACATC 

AATAAAGGATGATGCTCAAAGGTTTATGCCCGATGTTCTTCTAATCCCCTTTCTCTCCTAAAATAATCC 
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TTTTTTTACTCrrCTTCTTTTCCCCTGTTTCCATTTTTGTCTTTTCTCACCCCTTATGGGACATCAATA 
ATGCAAGTATGTTTATACATTTTTATATAAATGTATATATAAATGCCATTTCTTACACATAACCTCCAT 
TCTTTGGTTAATTCTTTCTTCATTCTTTTTTTTTTCATTCTGAAAAGCCCTCCAAGCAAGCACGCTAAT 
TTAATATCGATTTAAACATGAAAGTATCACAAGTTTTCATTTCTGCCATCTCTGTCTTCGGCCTCGCTA 
CTAGCGTAAATGCTCAAAACGCATCCAACACCACGAGTAACGCTGCTCCTGCTTTGCACGCTCAAAATG 
GTCAACTACTAAACGCCGGAGTCGTCGGTGCTGCTGTTGGTGGTGCTTTGGCCTTTTTGATTTAG 

YOL052C-A 61aa public: 1..61 (SEQ ID NO 710) 

MKVSQVFI SAI SVFGLATSVNAQNASNTTSNAAPALHAQNGQLLNAGWGAAVGGALAFLI 

YOL099C 992bp CDS: 501.. 992 public: 1..992 (SEQ ID NO 711) 

TGTCCAAATATGTTGATGAATTCTGTTTGCAAAGGGGGAACAACTTCAATGAATTGTATTTGGAAAGGT 

TGCAGAATGTTACCAAAACAGATCTGAAAAATGCCATGCAGAAATATTTTC 

ATAAAAGCGTTGCCTTTGTGAGCTGTCATCCAGCTAAATTGGAATCAGTTCAAGAATTCTTTGAAACTC 
AAGGTTTCACTGTCGAAATAGAAGAGCTAGAAGATGACGATGACGAAATTGATAGTGAAGAAGACGAAA 
ATGCGTGAGTACATGACCTCCATTTCAGCTTCACTTTCAACACAGAAACAGTGCGTATTATCTGCATTC 
AATAAATAGCAAAAGGAGCATTGTCTCATTCTTTTCGAATTCTGGGATTCTGCCTTACGGCGCTCTTTC 
ATTTGATTGATCGAGAATTATTATTATATTTATATGAGTACTTGAAATTCCTCATATATTTATTTTTAG 
AGTATTTAAGTAGCTTGATGAAAACATTAGATAAAATTACTAATTACGACCTCTTCGATTTTGCAGATG 
AGTTTTTGAAATTTGTTCCTGTGTTTAGACCTAATCCCACGGTAACTTGTCTTTTTGGCAATCCGTTAA 
CTAATTTACTGGTTAACGGTACTGGAGCAGCGTGTTTTTTTGAATTTTGTTCCTTGGCATTGATAAAGG 
TTTCAAAAATTCTGCTTGATCTGTTGCTCTTAGCGCTATTAATCGATTCAGAAAACGAATTGTGCTTTG 
AAATTGATGGAGATTGGCTATGCGTCCTGGGTTTTGGCGAAGGAGACTTGGAAGTTGGAAGATCTTTAG 
GTATGGCTCTTCCGGATGATGATGTTCTTCTTTCAATTACCTTTTGGTTTCTTTGCAACAGTTCTTTCT 
CTATTTTATTTGTATTCGAATTAAGAATTTTTTTGAGAACAGTAAACAATTTGCTCGTGGTTTTTTTAT 
CAGTGCTCAAAAGAAATGACTTGTAA 

YOL099C 163aa public: 1..163 (SEQ ID NO 712) 
MKTLDKITNYDLFDFADEFLKFVPWRPNPTWCLFG 

DLLLLALLIDSENELCFEIDGDWLCVLGFGEGDLEVGRSLGMALPDDDVLLSITFWFLCNSSFSILFVF 
ELRI FLRTVNNLLWFLSVLKRNDL 

YOL100W 3746bp CDS : 501.. 3746 public: 1..3746 (SEQ ID NO 713) 

TTAACGATCGACTCGACACATTGTTGATGGAATAATTGGTCCCTAGTTAAACAGCGGAGAAATAGCCGC 

CCAGGATAATCGGAGAAAAGTCACGTGCAAAAAGAAATCATATTCGACGAAATAAACTAGAATAACTTT 

TGACGTTT AGC AATAATAACCCC AAATGGAAGCGAACATTTCC C GATCC TTTTAGTTTTCTTTAAGGCG 

CTATTGGCATTCATCTTCAAAGCTTCCGCAACACAGAAATTATATATTCACATTTCTGAGGCAGAGAAT 

AGTTTTGACAACGAAACTGTTAATATTTTTACTCCAGTTACCGCCTTTGAAGTCTGATATTGGTGTACA 

AAGGTACTTAGGGGTATTTAAGAACAAGAAACTACATAAAATAGTTCGAAAAGGGAAAACAAAAGTAAC 

ATCTTGATGAACCGAGAAGCCACTAACTAGTTTTTAAAAAGCAAAAGAAATTAAATCTCTCCTTTTTTT 

TTTTTCATTTCAACCAAATGTATTTTGATAAGGATAATTCCATGAGCCCTAGGCCGTTATTGCCAAGTG 

ATGAGCAGAAGCTAAACATTAATCTTCTAACGAAAAAGGAGAAATTCTCGCATTTAGACCCCCATTATG 

ACGCAAAAGCCACTCCACAAAGAAGCACTTCGAATAGAAACGTTGGCGATTTACTTTTGGAAAAAAGAA 

CCGCTAAGCCTATGATTCAAAAGGCCTTGACGAATACGGATAATTTCATTGAAATGTACCATAATCAGC 

AGAGAAAAAATCTTGATGATGACACTATTAAAGAAGTAATGATTAATGATGAAAACGGAAAAACTGTCG 

CTAGTACCAACGACGGCAGATATGACAACGATTACGATAATAACGATATTAATGACCAAAAAACTTTGG 

ATAATATAGCGGGAAGTCCCCACATGGAAAAAAATCGAAACAAAGTAAAGATTGAACATGACTCTTCAT 

CTCAAAAACCAATAGCTAAAGAGTCATCCAAAGCCCAAAAAAATATAATCAAAAAGGGAATCAAGGACT 

TTAAATTTGGTAGTGTAATAGGTGATGGCGCGTATTCTACTGTAATGTTAGCGACGTCGATTGATACCA 

AAAAGAGGTACGCCGCAAAAGTACTAAACAAAGAATATTTAATACGCCAGAAGAAAGTC7VAATACGTCA 

GCATAGAAAAAACCGCCCTTCAAAAGCTCAATAATTCTCCTAGTGTTGTGCGATTATTTTCCACTTTTC 

AGGATGAATCAAGCCTATACTTTCTCTTAGAGTATGCCCCCAATGGGGACTTTCTTTCTTTAATGAAAA 

AATACGGTTCATTAGACGAAACCTGCGCACGATATTATGCTGCGCAAATAATAGATGCCATAGACTACT 

TACATTCCAACGGTATTATTCATAGAGATATAAAACCAGAAAATATTCTTTTAGATGGAGAAATGAAGA 

TCAAACTGACTGATTTTGGTACTGCGAAGTTACTGAATCCTACAAATAATAGCGTTTCGAAACCAGAAT 

ACGATTTATCAACAAGGTCGAAATCTTTCGTTGGAACTGCAGAATACGTATCTCCAGAACTTTTAAATG 
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AC AGTTTTAC AGACTATCGTTGC G ATATTTGGGCCTTCGGATGT ATACTTTTCC AGATGATTGC CGG AA 
AAC C ACC ATTC AAAGC TACC AATGAATACTTGACTTTCC AAAAGGTAATG AAAGTTCAGTACGC CTTTA 
CACCAGGTTTCCCACTTATTATCAGAGATTTGGTTAAGAAAATCTTAGTAAAAAACTTAGACCGAAGAT 
TGACGATAAGCCAAATTAAGGAACATCATTTTTTCAAAGATTTGAATTTTAAAGACGGCTCTGTTTGGT 
CAAAAACGCCTCCAGAGATCAAACCATATAAAATCAACGCCAAATCCATGCAGGCAATGCCAAGCGGAA 
GCGATAGAAAACTGGTGAAGAAATCAGTCAACACACTTGGCAAATCGCATCTAGTGACTCAAAGGTCAG 
CTTCAAGTCCCTCTGTTGAGGAAACTACTCATTCAACCCTATACAATAACAATACTCACGCTTCTACTG 
AAAGTGAAATATCAATAAAGAAGAGACCCACTGATGAAAGAACAGCGCAGATACTTGAAAATGCAAGAA 
AGGGTATAAACAATAGGAAAAATCAACCAGGCAAGAGAACACCAAGTGGTGCAGCTTCTGCTGCCCTAG 
CAGCTTCTGCTGCTTTAACCAAGAAAACCATGCAAAGCTATCCAACTTCTAGTTCGAAAAGTAGCAGGT 
CAAGCTCTCCTGCGACAACATCAAGACCAGGAACTTATAAGCGTACTTCTTCTACAGAAAGTAAACCAT 
TTGCCAAATCTCCACCTTTGTCAGCATCAGTTTTATCGTCAAAAGTCCCAATGCCTCCATACACACCTC 
CAATGTCGCCCCCTATGACACCATATGATACATATCAAATGACACCTCCCTATACGACAAAACAGCAGG 
ATTATTCTGATACCGCAATTGCCGCACCTAAGCCTTGTATTAGTAAGCAAAATGTTAAAAATAGCACAG 
ATTCTCCCTTGATGAACAAGCAAGATATTCAATGGTCCTTTTACCTGAAAAACATCAACGAACATGTAC 
TAAGGACGGAAAAACTGGATTTTGTTACCACAAATTACGATATCTTAGAGAAGAAAATGCTTAAACTAA 
ATGGTTCATTGTTAGATCCTCAACTGTTTGGTAAGCCTAGACATACTTTTTTATCCCAAGTAGCTAGGA 
GTGGGGGAGAGGTTACAGGTTTTCGAAATGATCCAACTATGACTGCTTATTCCAAAACAGAAGATACGT 
ACTATTCGAAAAATATTATCGATTTGCAGCTCTTGGAAGATGATTATCGAATTGAAGGAGGTGACTTAT 
CGGAGTTGCTTACTAACAGAAGCGGAGAAGGGTACAAATGCAATCAAAACAGCTCACCAATGAAAGACG 
ATGATAAATCCGAATCTAACAATAAAGGAAGCTCTGTTTTTTCTGGCAAGATTAAAAAATTATTTCACC 
CTACCTCAGCAGCTGAAACGCTCTCTTCCTCTGATGAAAAAACCAAGTACTATAAACGAACCATTGTAA 
TGACATCATTTGGAAGGTTTCTAGTATTTGCCAAGAGGAGGCAGCCAAATCCAGTTACAAATTTAAAGT 
ATGAACTAGAATATGACATAAATTTGCGTCAACAGGGTACCAAAATAAAAGAACTAATCATTCCCTTGG 
AAATGGGAACTAATCATATAGTTGTGATTCAGACACCTTACAAGTCATTTCTTTTGAGCACTGATAAAA 
AAACCACGAGCAAATTGTTTACTGTTCTCAAAAAAATTCTTAATTCGAATACAAATAAAATAGAGAAAG 
AACTGTTGCAAAGAAACCAAAAGGTAATTGAAAGAAGAACATCATCATCCGGAAGAGCCATACCTAAAG 
ATCTTCGAACTTCCAAGTCTCCTTCGCCAAAACCCAGGACGCATAGCCAATCTCCATCAATTTC AAAGC 
ACAATTCGTTTTCTGAATCGATTAATAGCGCTAAGAGCAACAGATCAAGCAG7\ATTTTTGAAACCTTTA 
TCAATGCCAAGGAACAAAATTCAAAAAAACACGCTGCTCCAGTACCGTTAACCAGTAAATTAGTTAACG 
GATTGCCAAAAAGACAAGTTACCGTGGGATTAGGTCTAAACACAGGAACAAATTTCAAAAACTCATCTG 
CAAAATCGAAGAGGTCGTAA 

YOL100W 1081aa public: 1..1081 (SEQ ID NO 714) 

MYFDKDNSMSPRPLLPSDEQKLNINLLTKKEKFSHLDPHYDAKATPQRSTSNRNVGDLLLEKRTAKPMI 

QKALTNTDNFIEMYHNQQRKNLDDDTIKEWITOENGKTVASTNDGRYDNDYD 

PHMEKNWKVKIEHDSSSQKPIAKESSKAQKNIIKKGIKDFKFGSVIGDGAYSTVM^ 

KVLNKEYLIRQKKVKYVSIEKTALQKLNNSPSVVRLFSTFQDESSLYFLLEYAPNGDFLSLMKKYGSLD 

ETCARYYAAQIIDAIDYLHSNGIIHRDIKPENILLDGEMKIKLTDFGTAKLLNPTNNSVSKPEYDLSTR 

SKSFVGTAEYVSPELLNDSFTDYRCDIWAFGCILFQMIAGKPPFKATNEYLTFQKVMKVQYAFTPGFPL 

IIRDLVKKILVKNLDRRLTISQIKEHHFFKDLNFKDGSVWSKTPPEIKPYKINAKSMQAMPSGSDRKLV 

KKSVNTU3KSHLVTQRSASSPSVEETTHSTLYNNNTHASTESEISIKKRPTDERTAQILENARKGI^ 

KNQPGKRTPSGAASAALAASAALTKKTMQSYPTSSSKSSRSSSPATTSRPGTYKRTSSTESKPFAKSPP 

LSASVLSSKWMPPYTPPMSPPMTPYDTYQMTPPYTTKQQDYSDTAIAAPKPCISKQNVKNSTDSPLIW 

KQDIQWSFYLKNINEHVLRTEKLDFVTTNYDILEKKMLKLNGSLLDPQLFGKPRHTFLSQVARSGGEVT 

GFRNDPTMTAYSKTEDTYYSKNIIDLQLLEDDYRIEGGDLSELLTNRSGEGYKCNQNSSPMKDDDKSES 

NNKGSSVFSGKIKKLFHPTSAAETLSSSDEKTKYYKRTIVMTSFGRFLVFAKRRQPNPVTNLKYELEYD 

INLRQQGTKIKELIIPLEMGTNHIWIQTPYKSFLLSTDKKTTSKLFTVLKKILNSNTNKIEKELLQRN 

QKVIERRTSSSGRAIPKDLPTSKSPSPKPRTHSQSPSISKHNSFSESINSAKSNRSSRIFETFINAKEQ 

NSKKHAAPVPLTSKLVNGLPKRQVTVGLGLNTGTNFKNSSAKSKRS 

YOR302W 578bp CDS : 501 . .578 public : 1 .. 578 (SEQ ID NO 715) 

GTGTATGATGTAATCCATCACCCCCCTATAAAAACACCTGTGCACCGCATATTTCCATAGCGCGTGACG 

CTAAGTACAAGAAACAGCGAGGGGCCGTTAAGTGCAGGCTTTACCGAGGGCGCCGGCTGGCGCTTCCCG 

TGGAAGGGTGTTTGACTCATCATCGCATCGCATTACCTCATGATGAGTAAATAGTTGCGATTTCACTTA 

TCACCTCTCGCGGAAAAAAAAGGCGATGACATGATATATAAGGCTCTCTCGTAAGACACTTAACTATCC 
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AACGTTCATTAGATTATTCGGTCAATTTCTTTTTTCATGCCCCTCCTTTTTCTTTTCTTTTCTTGACTC 

CTAATTGTTTAAATACTGCAAAGAATACAAGGTAATCGACTCTTCTACATACCCTTTTTGCAGATTTGA 
AATAAAAAAAACATTATATGTTTAGCTTATCGAACTCTCAATACACCTGCCAAGACTACATATCTGACC 
ACATCTGGAAAACTAGCTCCCACTAA 



YOR302W 25aa public: 1..25 (SEQ ID NO 716) 
MFSLSNSQYTCQDYISDHIWKTSSH 
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Figure 2 

Candida spp. h mologues 

YBL002W_homolog 393bp public: 1..393 (SEQ ID NO 397) 

ATGGCCCCAAAAGCAGAAAAGAAACCAGCTTCCAAAGCTCCAGCTGAAAAGAAACCAGCTGCTAAGAAA 
ACCGCTTCCACCGATGGTGCTAAAAAGAGAACCAAAGCTAGAAAAGAAACTTATTCCTCATATATATAT 
AAAGTTTTGAAACAAACACATCCAGACACTGGTATCTCCCAAAAGGCCATGTCAATTATGAATTCGTTT 
GTTAACGATATTTTCGAAAGAATTGCCACCGAAGCCTCCAAATTAGCTGCTTACAATAAAAAATCCACA 
ATTTCCGCTAGAGAAATCCAAACTGCTGTTAGATTAATTTTGCCAGGTGAATTGGCCAAACATGCCGTT 
TCCGAAGGTACCAGAGCCGTCACAAAATACTCATCTGCTTCTAGTTAG 

YBL002W_homolog 130aa (SEQ ID NO 398) 

MAPKAEKKPASKAPAEKKPAAKKTASTDGAKKRTKARKETYSSYIYKVLKQTHPDTGISQKAMSIMNSF 
VNDIFERIATEASKLAAYNKKSTISAREIQTAVRLILPGELAKHAVSEGTRAVTKYSSASS 

YBL064C_homolog 732bp public: 1..732 (SEQ ID NO 399) 

ATGAGAGACAAAAAACAAACAAAAAAAAAAAAATCTTTTTTTTTCGCCACGCACACTACCATGTCGCAA 
CAACCACATTTACGTCTCGGATCTACCGCACCTGATTTCAAAGCTGATACAACTAACGGGCCTATTCTG 
TTTCACGAATACATTGGTGATAGCTGGGCTATCTTGTTCTCACATCCCGCTGCCCACACCAGTGTGTGT 
AGCACCGAGCTTTCTGCGTTCGCACGACTCGAACCGGAGTTCACGAAGAGAGGGGTGAAATTGCTTGCA 
ATTTCAGCCGACCCTGTTGAAGCAAATTCCGACTGGATTGATGATATGGAAGATTTTAGCGGATCCAGG 
GTCAAATTTCCAATTATCGCAGACCCTGAGAGAAAAGTTGCTACCTTGTACGACATGATCGATCACCAA 
GATGCCACCAATCTCGATGACAAAGGGCTTCAATTGACAATTCGTGCAGTGTTTATCATTGATCCAAGT 
AAGAAAATCAGATTGATCATGACCTACCCTGCCTCGACCGGTAGAAACACCGCTGAAGTATTGAGAGTA 
CTCGACTCATTACAGCTTGTTGATAAACAAAAGGTTATCACTCCAATCAATTGGGTTCCAGGTGACGAT 
GTTCTTGTCCATATGGGTGTCCCAGATGATGAGGCAAGAGTTTTGTTTCCTAAATATAGGGCTATAAAG 
CCATATATTAGATTGACTCCGTTGGAAAAGGAAGACAAGTAA 

YBL064C_homolog 243aa (SEQ ID NO 400) 

MRDKKQTKKKKSFFFATHTTMSQQPHLRLGSTAPDFKADTTNGPISFHEYIGDSWAILFSHPAAHTSVC 
STELSAFARLEPEFTKRGVKLLAISADPVEANSDWIDDMEDFSGSRVKFPIIADPERKVATLYDMIDHQ 
DATNLDDKGLQLTIRAVFIIDPSKKIRLIMTYPASTGRNTAEVLRVLDSLQLVDKQKVITPINWPGDD 
VLVHMGVPDDEARVLFPKYRAIKPYIRLTPLEKEDK 

YBR149W_homolog 981bp public: 1..981 (SEQ ID NO 401) 

ATGAAATTAGCCACTGAAATTGATTTCAAACTCAACAATGGTAAAACCATTCCTGCCTTAGGACTAGGT 
ACTGTTGCCTCAAAAGATCCTAAAGATGTTAAGGATCAAGTAATCACTGCTGTTAAAGCAGGATATCGT 
CATATTGATACTGCTTGGTTTTATGGTACTGAAAAATATATTGGTGAAGCATTACAAGAATTATTTGCT 
GAAGGAATTATTAAAAG AG AAGATTTATTTATC ACGAC AAAATTTTGGCC ATC AT ATTGGGC TAATC C A 
GAAAAATCTTTAGATGAATCTTTAAAAGATTTGCAACTTGATTATGTTGATTTATTTTTACAACATTGG 
CCAATTTGTTTACATGGTGATGAAAATGGATTACCGAAAATACCTAAGGATGAGAATGGTGAATTGATT 
TATGATGATGATCCAACCCCAAATGGTACTAAATATATCGACGTTTATCATAAATTAGAGGATATTTTA 
GAAACAACCACCAAAGTTAGATCAATTGGTGTTTCTAATTATTCAATTCCAAAACTTCGTCAATTATTA 
CCTAAAGTTAAAAAACATATTCCTGTTTGTAATCAAATTGAATATCATCCACAATTACCTCAACAAGAT 
TTAGTTGATTATTGTACTAAAAATAATATATTGATTTCTTGTTATTCACCAGTTGGTAGTTATGGAGCT 
CCAGTATTGAAAATCCCATTAGTTAAGCAATTGGCAGAAAAATATCAAGTCACAGAGAATGAAATTGCT 
GATGCTTATAATATTTTGAATGGTAGAGTTACATTACCAAGATCTTCTAATCTTGAAAGAATTAAAACC 
ATTATTAGATTACCACATTTGACTAAAGAAGAATTGGATGAATTGTATCAAGTTGGAGTTAAAGATCCA 
CAAAG ATATATTTGTGATCCTTGGGGGTATGGTATAGGATTC CGTTGGTGG AAAGGCGAT AC TTT AAGT 
AAAGAATTTGATTAA 

YBR149W_homolog 326aa (SEQ ID NO 402) 

MKLATE IDFKLNNGKTI PALGLGTVASKDPKDVKDQVITAVKAGYRHI DTAWFYGTEKYIGEALQELFA 
EGIIKREDLFITTKFWPSYWANPEKSLDESLKDLQLDYVDLFLQHWPICLHGDENGLPKIPKDENGELI 
YDDDPTPNGTKYIDVYHKLEDILETTTKVRSIGVSNYSIPKLRQLLPKVKKHIPVCNQIEYHPQLPQQD 
LVDYCTKNNILI SCYSPVGS YGAPVLKI PLVKQLAEKYQVTENEI ADAYNI LNGRVTLPRSSNLERI KT 
IIRLPHLTKEELDELYQVGVKDPQRYICDPWGYGIGFRWWKGDTLSKEFD 

YBR289W_homolog 1389bp public: 1..1389 (SEQ ID NO 403) 

ATGAAACCAATGCAAAACGTTAAGGAGTGGTCAGAAAAATTGAAACAGGAAGGTAAAGATGTACCTCTT 
GATTTGAAAGTGTATGAAGATTTGATTAGAAAGGATAAGGAATTTGTGGGTAAATTGAATAAACAGTTG 
CATGACAACAAATTTATTATGGAAAATATTAACAGAGATATCAAGTCTTATAATCAAATCAAACAATTG 
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AGGATGAATTCTATTGCGTTGTCCAACAAAGGACAGTATAATAACAGTATTTGGGGGGAAGGATATCAA 
GGTTATGGCAATGGAATAACAAACTCCAGTACAAAGTTATTTATTCCCAACAGGGATTTAACTGATAGA 
ATC ATC AATG AAAG AGTGATGAAAAAC AAAAATAAACC AAAAC ATTATGTAC CC ATTCG ATTAGAGT TT 
GACCAAGAAAGGGATCAATTTAAATTGAGAGACACATTTCTTTGGGATTTGAATGAAGAGATTATAAAA 
GTGGAAGATTTCACTGCTCAATTGTTAGAGGATTATAAATTTATCTCCAAAGTTCATTATGAAACAATT 
TTGTCATCTATTAAAGAGCAGATTGCTGACTATCTGCAGAAACCTAGCAAAACAATGGGTGAATTGAGA 
ATTCCAATTAAGATCGATATCACCATTAACAATACACAATTAACTGACCAATTTGAATGGGATATATTG 
AATAGCCAGGAAGGCGATGCAGAAGAATTTTCATCTTACATGTGCGACGAATTGTGTCTACCGGGAGAG 
TTTTGCACTGCCATCGCGCATAGCATAAGAGAACAATCGCAGATGTACTATAAAGCATTGAATATGGTA 
GGGTACGGTTTCGACGGTTCACCAGTACACGAAGATGAGATTAGAAATCATTTATTGCCACCTTTAAGA 
TTAGTATCATCGGACTCTGGAATCGTGGATGATTTTTTCTCAATTTTAAGAAACCCATCAAGTTTGCCA 
GACTTTTCACCTACGTTAGGTAAATTGTCCCAATTGGAAGTTGAAAGATTGGACAAGGAAATGGAGAGA 
GAAAGTAGAAGGAAAAGAAGACACAATTACAATGAAGATCAGCAACAGGGTTCTGGTCGAGGCTTCACT 
TCGAGAAGAATTGCAGCTCATGCTGGTAGGGGAAACACCATTCCCGACTTGTCAGACATACCCAAGACA 
TTTAGGACGCCTGCCCCCTCATCCATATTGCCAGGTGCTGTTGATATGGGTGTACCTGAGGTGTATGAA 
TATAATGAAGTTTTAATCAATAGAACTCAAGTTAGGAATCCAGATTATAGACCGCCAACACCTATTCGT 
GTTGAAAATGAACTAGTGGATTATAACCATGATCCAATTGAAGGTACTTTTATGGTTACAATCAAATTA 
CCCGTATAA 

YBR289W_homolog 462aa (SEQ ID NO 404) 

MKPMQNVKEWSEKLKQEGKDVPLDLKVYEDL^^ 

RMNSIALSNKGQYNNSIWGEGYQGYGNGITNSSTKL^ 

DQERDQFKLWDTFLWDLNEEIIKVEDFTAQLLEDYKFISKVHYETILSSIKEQIADYSQKPSKTMGELR 
IPIKIDITINNTQLTDQFEV^LNSQEGDAEEFSSYMCDELCLPGEFC 

GYGFDGSPVHEDEIRNHLLPPLRLVSSDSGIVDDFFSILRNPSSLPDFSPTLGKLSQLEVERLDKEMER 
ESRRKRRHNYNEDQQQGSGRGFTSRRIAAHAGRGNTIPDLSDIPKTFRTPAPSSILPGAVDMGVPEVYE 
YNEVLINRTQVRNPDYRPPTPIRVENELVDYNHDPIEGTFMVTIKLPV 

YCR004C_homolog 597bp public: 1..597 (SEQ ID NO 405) 

ATGGCACAAGGAAAAGTAGCAATTATCATTTATTCATTATATCATCATGTTTATGATTTAGCCTTAGCT 
GAAAAAGCTGGAATTGAAGCTGCTGGAGGTGTTGCTGATATTTATCAAGTTGCCGAAACATTATCTGAT 
GATGTTTTAGCTAAAATGCATGCACCAGCAAAACCAGATATTCCAATTGCAACTCATGAAACTTTAACT 
CAATATGATGCATTTTTATTTGGTATTCCAACCAGATTTGGTAATTTCCCTGCTCAAATTAAAGCTTTT 
TGGGATAGAACCGGTGGTTTATGGGCTAAAAATGCTTTAAGAGGGAAATATGCTGGTGTTTTCGTTTCT 
ACTGGTACTCCAGGTGGTGGTCAAGAAACTACCATTATTAATAGTTTGAGTACTTTGGCTCATCATGGG 
ATTATTTATGTTCCATTTGGGTATGGATATCCTGGTATGACTGATTTAGAAGAAGTTCATGGTGGATCT 
CCTTGGGGGGCTGGTACTTTTGCTTCAGGTAATGGGTCAAGAAAAGTTACTGATTTAGAAAAAGCTATT 
GCTAAACAACAAGGTGAAGATTTCTTTAAAACTGTCTTCAAATGA 

YCR004C_homolog 198aa (SEQ ID NO 406) 

MAQGKVAIIIYSLYHHVYDLALAEKAGIEAAGGVADIYQVAETLSDDVLAKMHAPAKPDIPIATHETLT 
QYDAFLFGIPTRFGNFPAQIKAFWDRTGGLWAKNALRGKYAGVFVSTGTPGGGQETTIINSLSTLAHHG 
IIYVPFGYGYPGMTDLEEVHGGSPWGAGTFASGNGS.RKVTDLEKAIAKQQGEDFFKTVFK 

YCR013C_horaolog 450bp public: 1..450 (SEQ ID NO 407) 

ATGATAACAATGTTACCATTTTCAGCAGATTTGACAGCAGCATCCAATAAGGATTTAGTACCGTTGGCG 
AATTTTTCAAATTCGAAAACACCTGGTGGACCGTTCCAAACAATGGTCTTAGCTTTGGCAACAGCTTGT 
TGGAACAATTCGACAGATTTTGGACCACAGTCCAAACCCATCCAGTTGTCTGGAATACCTTCAGCATCA 
GTAGCAGAAGAAGTTTTGGCATCTTTGTCGAATTTATCAGCAGTGACAAAATCAACTGGCAAGATCAAT 
TCAACATTGTTTTTCTTAGCTTTTTCAACCAAGTGTTCAACGTTTTTAGCACCGGCTTCATCGAAAAGA 
GAATCACCAATTGGCATTTTGTTCAAGATTTTCTTGAAAGTGAAGGCCATACCACCACCAACAATCAAC 
ATATCAACCTTGTCCAACAAGTTGTCAATCAATTGA 

YCR013C_homolog 149aa (SEQ ID NO 408) 

MITMLPFSADLTAASNKDLVPLANFSNSKTPGGPFQTMVLALATACWNNSTDFGPQSKPIQLSGIPSAS 
VAEEVLASLSNLSAVTKSTGKINSTLFFLAFSTKCSTFLAPASSKRESPIGILFKIFLKVKAIPPPTIN 
ISTLSNKLSIN 

YDL147W_homolog 840bp public: 1..840 (SEQ ID NO 409) 

ATGGATAGGAGTTGGGTAGTAGGTTGTGCCATAAAGGGTGGTTGTTTAGTTAGTTATGGCACATGTTGT 
GGTAGTTTGATTTTTTTTTGTGGTCCACACGACTGGCCAAACATTTATCAAAAAATCGAGTTCAACTTT 
TTTTTTTTTTCCAGTTCGCCACCACCAACTACTTTTACCACCACTAACAACATGTCAAGAGAAGATCCA 
ATTAAGGCTGAAAAAGACTTTTCTGCTACTTTAGATGAACAATTCCCATTGATTGAAAAGATCTCTGAC 
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TACAAGCAAGCATTAGATAAGTATCTTGTCTTGGAGAAACAAACTCGTCAGTCTTCCGATTTGGCTTCA 
TCAAAAAGAGTTCTCAACAAGATTGTTACTGCATTGGTTGATAATAACGATTGGGAGTATTTGAATGAC 
TTGATAACTATCTTGTCAAAGAAACATGGTCAGTTAAAGTCGTCAATTCAAGCATTTATCAAAGATGTG 
ATTGATAATTTGGATAAATTGGATGAAAACAACAAGCAACAATTAGAGTTGAAGATGAAATTGATTGAA 
ACTATTAGAACAGTCACAGACAAAAAGATTTTTGTTGAAGTTGAAAGAGCCATTGTTTCAAGACAGTTG 
GCCAAAATTTATTTGAACAAATTGAATGATTTGGATAAGGCAGTGGAAATCTTGTGTGATCTACAAGTA 
GAAACGTATTCGTTAATGCCATTCAGTGACAAGATTGAGTATATCTTAGAACAAATTCAGTTGACTTTA 
CAAAAGGGGGACTATGGCCCAAGCCAAGATTTTGAGTCGAAAGATTTTATTAAAATCGTTGAAGAACTT 
TGCCAAAGCTGA 

YDL147W_homolog 279aa {SEQ ID NO 410) 

MDRSVAA/GCAIKGGCLVSYGTCCGSLIFFCGPHDWPNIYQKIEFNFFFFSSSPPPTTFTTTNNMSREDP 
IKAEKDFSATLDEQFPLIEKISDYKQALDKYLVLEKQTRQSSDLASSKRVLNKIVTALVDNNDWEYLOT 
LITILSKKHGQLKSSIQAFIKDVIDNLDKLDENNKQQLELKMKLIETIRT\TTDKKIFVEVERAIVSRQL 
AKIYLNKLNDLDKAVEILCDLQVETYSLMPFSDKIEYILEQIQLTLQKGDYGPSQDFESKDFIKIVEEL 
CQS 

YDR253C_homolog 1752bp public: 1..1752 (SEQ ID NO 411) 

ATGCAAAATACTAACCGTAATAATAGTAATAGTAGTAAGAATAATAGTGATAATCATCATCAACAACAA 
CAACGACAACGACAACAACAAGTTGATCAATATCAATCTATTACATTACCACCATTACAATATCAATCT 
AATACTCACGAATCGATAGTATTACCTTCGCAACAACCTAAAAGAGGTCGATCTGAACATTTTAATTCA 
CAATTCCAACGTAATATAAATTCAAGACCAGTGTTATTACCAAGTTCTCGTGATAATAATAACACCACA 
AATATACCTATACCTATAATTTTACCAAGTAGTACCAATTCTAACAATCCAATTACTTCTAGTAGCAAT 
TCAAGAATGTTTTCACCTAATCCTGTGAGTCCATTATATCCCGTGGTCACCACACCATCATCAGCATTA 
TCACCACCAACACAACACCATCAACAACAACAGCAACAATTACATAAAAAATTCAAAACATCAAATTCA 
GGTTCCAATACTCCGATTACTGGTGGTGGAATTGGATCTCCTAGTACTACTAGTTATTTAGCTAATTCT 
GCTAATATCAGTTATACTAGAAGTCAACCATTAAAAGATAACAACCAAACATCTTCCACAACTAAGGAT 
AATAATAACACGATAATTGAAAATGAAGACC^GAAGTTTTTCCGATTAGCAAAAGAAGCATTAGTAGCT 
ACTGC C AAGGG AGTTAAGAC GAATC ATTCC AATAATAATGGTAAATTTGGTAAT AAT ACTTCTAAGATT 
GATATTAATAATCATAATAAGAACAACAACAACAAAAGTGATGGTAATGAAACCATACTTGATTCTACA 
ATTGC AGATTT ATTAAGAAGATTAC AATATGCTAGTGCTC CTC ATGGTAATCCCATTGGC CAAATAAGT 
GGACTTCAAACTAATTCTAAAGGATTACTTGAAGTACAAGATGAATACTCTAATTTCCCTGATTTACAA 
AACAATAATTTTTTCAAAGTTAATAATGGTGATAATAATAATACTAGTAATAGCAAGTTTAGTAATAAT 
TATCATCATCCATCAGGTAATGAACCAGGATGGAATTTTTTACTTGATGAAGCATCAACGAAAACAACA 
TCAAACAATACACGATCAACAGGAACAACAGGAACAGGAATAGGAGCAACAACCAATATAATATCAGAA 
TCAGAATCGGAATTAAAAGTGAAACGAGAATCAAGTATTGCCAATATAATCAATCCCTCAACAACAACA 
ACTTCCACAACAACTAATAAGAATAACAATAACACTTCATCATCTACTAAAACTAGAAAATATTCTCAA 
GATCCAACAAGAAAATTTCCTTGTGATAAATGTCCCATGTCATTTCGTCGATCATCAGATTTAAAACGT 
CATGAAAAACAACATTTAACTATCCCACCTAATATTTGTCAATTTTGTGGTAAAGGTTTTGCTAGAAAA 
GATGCTTTAAAAAGACATATTGGGACTTTAACATGTAAAAGAAATGCTGATAAGAAATTATATATTGAA 
AATTTAAATTATTTAAATAATTCAAGTCAAGATGATGATGATGAAGAGGAGGAGGATGAAGAAGAAGAA 
GAAGGATTGGAACAGGATAGATTGTATAAGAAGAGGAGGAAGAGTAATAATAATAATCAAATAATTAAA 
GAAGAAGGATTTGAACATAATGATGACGATGATGATGATGATGAAGAGGATGAAGTGAAACGAGAATTT 
CCAACTTATGGATATCAACAGAATTGA 

YDR253C_homolog 583aa (SEQ ID NO 412) 

MQNTNRNNSNSSKNNSDNHHQQQQRQRQQQVDQYQSITLPPLQYQSNTHESIVLPSQQPKRGRSEHFNS 
QFQRNINSRPVLLPSSRDNNNTTNIPIPIILPSSTNSNNPITSSSNSRMFSPNPVSPLYPVVTTPSSAL 
SPPTQHHQQQQQQLHKKFKTSNSGSNTPITGGGIGSPSTTSYLANSANISYTRSQPLKDNNQTSSTTKD 
NNNTIIENEDQKFFRLAKEALVATAKGVKTNHSNNNGK 

IADLLRRLQYASAPHGNPIGQISGLQTNSKGLLEVQDEYSNFPDLQNNNFFKVNNGDNNNTSNSKFSNN 
YHHPSGNEPGWNFLLDEASTKTTSNNTRSTGTTGTGIGATTNIISESESELKVKRESSIANIINPSTTT 
TSTTTNKNNNNTSSSTKTRKYSQDPTRKFPCDKCPMSFRRSSDLKRHEKQHLTIPPNICQFCGKGFARK 
DALKRHIGTLTCKRNADKKLYIENLNYLNNSSQDDDDEEEEDEEEEEGLEQDRLYKKRRKSNNNNQIIK 
EEGFEHNDDDDDDDEEDEVKREF PTYGYQQN 

YDR27 6C_homolog 516bp public: 1..516(SEQ ID NO 413) 

ATGTGTTTATGTCTTTCGGATTTATTTCTTATTATTCTTTCAGTATTATTCCCACCATTACCTGTTTGG 
ATTAGAAGAGGATGTTGTTCATGTGATTCATTAATTAATATTGCCTTATGTATGTTAGGATATTTCCCA 
GGGTTAATTCATTCATGGTATATAATAGCTAAATATTCTTCTTATTATTATCAACAACAACAACAACAA 
CGTAAAGATACCATTTATTATGTTTATCGAAGTGATTTAGAAAATCAAACACCAAGAAGAGATGGCAGA 
GATGGGAGAGATGAATGTCATCATGACCACCACCACCACCATCATCATCATCACAACCAGGCAGAATCA 
CAAAGTGCGGGATTAATAGTTTCTAATAATCATAATAATAATAATAATAACTATGGATCTGTGGTTGAA 
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GGTTCATCATCATCGAATTTGACTCCTGTGGCTCCTATTCCTGTTGAAAATGGAGCTCCACCACCAGCT 
TATACTGAGATTGATAATAAAACACAACATTAA 



YDR276C_homolog 171aa(SEQ ID NO 414) 

MCLCLSDLFLIILSVLFPPLPVWIRRGCCSCDSLINIALCMLGYFPGLIHSWYIIAKYSSYYYQQQQQQ 

RKDTIYYWRSDLENQTPRRDGRDGRDECHHDHHHHHHHM 

G S S S SNLTP VA P I P VENGAP P P AYT E I DNKTQH 

YEL039C_homolog 333bp public: 1..333(SEQ ID NO 415) 

ATGCCAGCTCCATTTGAAAAAGGTTCAGAAAAGAAAGGTGCCACTTTATTTAAMCTAGATGTTTACAA 
TGTCACACCGTTGAAAAAGGTGGTCCACACAAAGTTGGTCCAAATTTGCATGGTGTTTTCGGTAGAAAA 
TCCGGTTTAGCTGAAGGTTATTCTTATACTGATGCTAACAAGAAGAAAGGTGTTGAATGGACTGAACAA 
ACCATGAGTGATTATTTGGAAAATCCAAAGAAATATATTCCAGGTACTAAAATGGCTTTTGGTGGTTTA 
AAGAAACCAAAGGACAGAAACGATTTAGTTACTTATTTGAAGAAAGCTACTTCTTAA 

YEL039C_homolog 110aa(SEQ ID NO 416) 

MPAPFEKGSEKKGATLFKTRCLQCHWEKGGPHKVGPNLHGVFGRKSGLAEGYSYTDANKKKGVEWTEQ 
TMSDYLENPKKYIPGTKMAFGGLKKPKDRNDLVTYLKKATS 

YER112W_homolog 321bp public: 1..321(SEQ ID NO 417) 

ATGTCAGCAGGTATTCCAGTAAGACTTCTAAATGAAGCACAAGGTCATATAATATCAATAGAATTGATA 
AATGGAGATACATACCGTGGGAAGCTATTAGAAAATGAAGATAATATGAATTTATCCTTATACGAGGCA 
ACTATAACACAAGGCAAATCGGGGAAAGTAAGTCATATGGACCAAGTGTTTATAAGAGGGTCAATGATT 
AGATTTATATCTGTGCCTGATATTTTAAAGAATGCTCCTATGTTTTTTATGAAACCTGGAGATAAACCA 
AAACCTCCAATAAGGGGCCCTCCACCAAAAAGAAAGAGAGTATGA 

YER112W_homolog 106aa(SEQ ID NO 418) 

MSAGIPWLl^JEAQGHIISIELINGDTYRGKLLENEDNMNLSLYEATITQGKSGKVSHMDQVFIRGSMI 
RFISVPDILKNAPMFFMKPGDKPKPPIRGPPPKRKRV 

YFR010W_homolog 1239bp public: 1..1239{SEQ ID NO 419) 

ATGGTTTTAGGCACTCCAGACAAGAATTTGCCTTCAAAGCCAGTTGAAAAACAAGTTTTTCTCGAAGAT 
TTGAATAAAAATCAATTGGTTAAAGTTAGTAATGAACCTAGTGGGTTGACCAATTTAGGGAACACTTGT 
TACTTGAACTCAAGTTTACAAACAATATTCCATATTGATGATGTGAATAACAGGTTGAAAGATTACACT 
TTTGGTGGAGCCAATCAAGCCAATAGTGCCTTTGTGTTGTCATTGAAAAGTATGTTCCAGCAAATGTCG 
AAAAAACAAGAAGTTATAACTCCTTCTACATTTCTTTCTCTTTTCAGAAGATCTTATCCTCAATTTGCT 
GAACAACAAAATGGTATTTATAAACAACAAGACGCCGAAGAAGCATTTTCCCAAATTTTGAGCTCTTTG 
AGAAGCGAATTGAAAATAGATGATGTGTTCAAAATTACATTTAACACCAAGACTCAATGCTTGGCTATT 
CCAGAAGATGTCACAGAAGGGTTTGAAGAAGCATATAAATTGAATTGTCATATCGGCGTCAAGACCAAT 
TTTTTGAGAGATGGATTGTTGGCTGGATTAAAAGAAACGATTGAAAAACATAATTCAACTTTGAATGCT 
GATACTGAGTATGAAACAACCAAGACCATAACTAGATTACCAAAATACTTGACAGTACATTTTATTAGA 
TTTTTCTGGAAACGAGACATCAATAAGAAATCCAAGATTTTGAGAAAGGTTCAATTCCCATTTGAATTA 
GATTTAGCAGAAATGTTGGATGTATCAATAAAGGCAGATAAAGTTTCCAATAGAGATACAATTAGAAAA 
GTTGAAAAAGATAATTTGGATATGATAAGAGATTTCAAAAAGACCAAAAATGACACCAGTTTAACACCA 
TTGGAACAACAAGAGGAGGATGAGATGAAAATAACATCAATCAAGAGTAAGTTTAAAGACGACTTGAAT 
AGCGCTTTGCCCAACGTTGATTTTAACACCACCACAGAAAACCCTTCTAGTGTGTATGAATTAAACGCA 
GTCATTACTCATGCTGGATCATCTGCCGATGGTGGTCATTATAAAGCATACGTCAAGGATCCAACAGAC 
TTGGATGGCGAGAGATGGTGGTTATTTAACGATGATAAGGTGAGCTCCGTAAACAAAGAAAAGATCGAA 
ACTTTAGCTGGCGGTGGTGAAAGCGACTCAGCTTTATTATTGATTTACAAAGGCTTAGGGCTTTAG 

YFR010W_homolog 412aa(SEQ ID NO 420) 

MVLGTPDKNLPSKPVEKQVFLEDI^KNQLVKVSNEPSGLTNLGNTCYLiNSSLQTIFHIDDVNNRLKDYT 
FGGANQANSAFVLSLKSMFQQMSKKQEVITPSTFLSLFRRSYPQFAEQQNGIYKQQDAEEAFSQILSSL 
RSELKIDDVFKITFNTKTQCLAIPEDVTEGFEEAYKLNCHIGVKTNFLRDGLLAGLKETIEKHNSTLNA 
DTE YETTKT ITRL PKYLTVHF I RFFWKRDINKKSKI LRKVQF PF ELDLAEMLDVS I KADKVSNRDTI RK 
VEKDNLDMI RDFKKTKNDTS LTP LEQQEEDEMKI TS IKS KFKDDLNS ALPNVDFNTTTENP S S VYELNA 
VITH AGS S ADGGH YKAYVKDPTD LDG ERWWLFNDDKVS S VNKEKI ETLAGGGE SDS ALLL I YKGLGL 

YFR052W_homolog 834bp public: 1..834(SEQ ID NO 421) 

ATGTCTTTACAAAAACTCACTGCAGAAATATACTCACTATTTGGAAAAGGAGATTATCAAGGTTGCCAA 
CAATTACTTGCTCCGATTAAACTAGAATTAGTCAAACATGATTTGTTGGTTCCTTTACCATCCAACACC 
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ACCGATAAAAACCAAATTAATGATTTGAGAATTGCCCAAAGAATTTTGGAAATTGGAGCATTATCGTCA 
TTATTAACCAACAACTATTCCGGTTTTGAGAATTATTTTGCTCAGTTGAGACCATTTTACTCTAACCCC 
AAATTACATAATTTACAAAAAGTCCATATCAATACCGATATAACAAAAATCATTTCATTATACTTGTTA 
TACTTGTTGAGTCAGGGTTTGATTTCAAAATTCCATGTTGAACTAGAAGTGATTTATAATTCATCACAA 
TATGATGCCCAACAAGACAAGTATTTACAATTTCCAATAAATTTAGAAAGCAATTTAATGGAAGGTAAT 
TACATAAAAATCTGGAAGTTATTAAAAGAAGAGAAAAACTTACCATGTCAAGAATACACCCATTTTGTT 
GATACTTTGATAAATGCTTTACGTTTTGAAATTGCCAAATCTTTGGAGAAAACTTACGATTCGATTCCA 
ATTTCTAATTGCAAGAATTTATTATATTTACCACAAGAATTGTCCGATGCTAACTTTGAGAAAACTTTA 
AAGGAAACTTATCAAGTTGATAATTGGAAATTCGAGGATGGAGTTATATATTTCACTAAGAATGAAAAT 
GAAACCAATGTTGATAACCAATCGGTTATAAAGAATTTATTAGGGTACGCTGAACAAATCGAATCCATC 
GTATAA 

YFR052W_homolog 277aa<SEQ ID NO 422) 

MSLQKLTAEIYSLFGKGDYQGCQQLI^PIKLELVKHDLLVPLPSNTTDKNQINDLRIAQRILEIGALSS 

LLTNNYSGFENYFAQLRPFYSNPKLHNLQKVHINTDITKIISLYLLYLLSQGLISKFHVELEVIYNSSQ 

YDAQQDKYLQFPINLESNLMEGNYIKIWKLLKEEKNLPCQEYTHFVDTLINALRFEIAKSLEKTYDSIP 

I SNCKXJLLYLPQELSDANFEKTLKETYQVDNWKFEDGVIYFTKNENETNVDNQSVIKN^ 

V 

YGL080W_homolog 354bp public: 1..354(SEQ ID NO 423) 

ATGTCATCATTTAAAAAATTCACTGATTTTTTATTTTCAAAACAATCCCTTAGATATGTCTGTACAACT 
CATTTTTGGGGTCCAGTATCAAATTTTGGGATTCCTATAGCTGCTATTTTAGATTTGAAAAAAGATCCT 
GATTTAATTAGTGGACCAATGACTGGTTCATTAATACTTTATTCTTTAGTGTTTATGAGGTATTCAATG 
GCAGTTACTCCTCAAAATTATTTATTATTTGGGTGTCATTTTGTTAATGAATTGGCACAATTGAGTCAA 
GG ATTT AG ATGGGTTAAACATC ACTATG ATACTTC TTC AAATGATGGTG AAGAT ACC AAAAAGATAAC T 
CAAAATTGA 

YGL080W_homolog 117aa(SEQ ID NO 424) 

MSSFKKFTDFLFSKQSLRWCTTHFWGPVSNFGIPIAAILDLKKDPDLISGPMTGSLILYSLVFMRYSM 
AVTPQNYLLFGCHFVNELAQLSQGFRWVKHHYDTSSNDGEDTKKITQN 

YGR070W_homolog 4146bp public: l.,4146(SEQ ID NO 425) 

ATGTCGAGTAATAGTTCTTGGTCTAACAACGATTCTTACCAACTGAGGAACAATCCTAATAATGGTAAT 
AACCATAACCCACATTTAATGTCACAACAACACTCACAATCTGTAAATATTCCTTCTCATTTGTTGCCT 
CAAGCATTTATAGAACAACAACAACAACCACCACAACCACAACCACAACAATATCCGCAAGACGGCCAA 
GCTCATAACAAAAACCCACCAATCAATAATCGTTTTCATCAATCACAACCACCACAACTGCGCCATCAA 
TACATCCCATCCAAACAAGAACAAATGCAACAACCTTACCCAACTGCCGAACAAAATAATCAACACTTT 
CCTCCACCACAGGAAAGATCATATAGTTTTTCATCGACTATGGATCCTGGCTCACCTAGCAAAATGACG 
CCACCTAATTTTTCACAAAGGAACCAATCATTTTCTGGCTACCAACAACCACCACCACAACAACAACAG 
TATCCGCAGTCACCCCATAAGGCATATAACCAACAAACCCACACTCACCAAGGTGGACTTCAACAGCCA 
TACATTGCGCAAAGACAAAACATGCCACCTGGATATATTAACCAGAATCCATATTCTCAGCAAAATAGA 
TCAGTATCATCTTTGACTCAAGATAGGACAGGAGCACCAGTACAACACCTTCCTTATCCTGTCAACAAT 
GATGATCCTGGATATCAACTACAACCACTGGCAATTCAATCACACCACCCACCACAACAACAACAACAA 
CAACAGCCTCCACTCCAGACACGTAGACAACTTCGTAAGGCCCCTTCGAGCAACTTGCCCCCAATTCAA 
ACTGATCAAGTTTACTATAGCCCTGATGCTAGAAGAATTGTTTCCACACCTACACACCAGCAGAATTTT 
CCCACTCCCATACCACCAGAAGCTAGAACAAAATCACTTACTTCGGCATCATTAAAACACCAGAAACAA 
CCACTGCAACCTCTGCAACCATATTTCCAACAAATCTCTGAACTGCCAGGTAAAGACAGCAACGCTCGT 
AATTCCTCCAGCAGTTCCCTTCATCATACATTTTCCTTAACCTCAAAATCGCGATCATTTACATCTATC 
AGTAAATTGTCGTCTTTATCAACTAAGAAATTCGGTTCCTCTTCATCCGTCAATACCAACAAATTAGAT 
CGTTATCAATCCAGTGGAACTATTAGAAACAATCACAATCATAACCACACCAACCAAACTAGCCACAAC 
ATTCATTATGCTAAACCATCAGTATATCCCGCAATTTTATCTGAAGTGGCCAAATTGTTTAAAGAGGCG 
ATTATTTTGACGATCAACACCAAGGATGGTTTGGAATACCATGATACTTTTACCGGGAAAATGGCAGTT 
GATATATTATGTCGCATTATTCGAACAAATGATCGTAACTTGGCCTTGTTATTGGGAAGATCATTAGAC 
GCTCAGAAGTTTTTCCATGATGTTACTTACAATCATAGATTAAGGGATTCGGTACATGAAATTTATGCC 
TTTAACAATGTTTATAATGATGTTGATTTTTTCAACGAAGAAAATGGAGGAGCTGGTCTGGTTAGCAAT 
GGGGAAAATAGTGCATTAAATTCCAAACATGGGTCGTTTCTTGATAGCAGCACACAGTTACAGAATGCT 
TTGAATGACCATATATCCGATTATCATACCTCACAAAGCAGTGGATCATTAACTAAAATTGCTAGTAGT 
GCCACTGGTAATGGTTCAGTAGGTGTTGCTGGTAAGGAGTTGAGTGCAAGTCAACAAACAGGTGTTAAT 
GGAGTTTTCACTATTTTGACAGAATGTTATTCGCCCACATGTAGCAGAAATAGTCTTTGTTACAGTATT 
GCCTGTCCAAGAAGATTAGAGCAACAAGCTAGATTAAATTTGAAACCTCAAGGTGGTTTGCAACGTGCT 
GTTTCAAAATTATCATTGCATGATCAGGAAGAAACCGAAACTTTATGGCACAAGACTGTACCTCAATCA 
GTTTTAGATAAATTAGACAAGCATGAAAAGACTCGACAAGAATTGATTTATGAATTTGTTTATACTGAA 
CGTGACTACGTCAAGGATTTGGAATTTATGACTGATTTCTACATTATGCCGTTACGAAATCCTGCCAAT 
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AATATTATTCCTGATTACCAAAGAGAAACATTTATTCAAACTGTGTTTGGGGGAGTGCCTGATTTGTTG 
AGATTGGCCAAGAGACTCAGTGAAGCATTAACTCGAAGACAACAACAACAAAAGCCCGTTATTGAGACC 
ATTGGTGATGTATTTTTAGATTATGTTGGTGATTTTGAACCTTTTGTGACATATTCTGGAAATAAAGTG 
TTTGCTACTTTTGAACATGAAAGACAACAACAAGTTAATATGAAATATGCTAGATTCTTAGATGCGATT 
GAAAAGAAACCAGAATCGAGAAGACAAGATTTATCATCTTTTTTAATTAAAGGGGTTCAAAGACCAGCA 
AGATACCAGTTATTGTTATCGGGTATTTTGAAACATACCAAGCCAGAGTCACCCGACTACAAGTATTTG 
ACGAAAGCAAAAGAAGAGATTGAGAAATTATTGGTGAAAATCAATATCCAAACTGGGGAATGTACTGAT 
CGACACAAAGTCATGGTTTTGCATAGGTTATTGGGCAAACAAACTTTGGAAAATAGGTTTAATTTCAAA 
TTATCCTACAATAATCGTATTATCTATCAAGTGACTTTGAATAGAAAGAGGGATAACGAAAAAATTGAT 
TTATACTTGTTTGAACATGCGTTGTTATTAGTGAAACACAAGATTCAAAACAAGCGTGAACAACATAAA 
GTATTTGAAAAACCAATGTATTTACCATTGTTATTTGTCAATAGTGGTATGGAGATCCCCACTAATAGA 
ACAATCATGCCTCATAGATACCATGGATCCTTGGTATCTGATACTAGTATAAGACCTCAAAGAGCAGAA 
TCTAATTATATTGGTAATACTTTGAATTCTTCATCAACACCTAAATTCCAATTGAATTTTTTTGGGTTA 
GGTAGTAATCAAGTTCACGCCTCATTATTTGCTGATGACTTGACTATTCAGAACCAAGTGTTGCTGCAA 
ATATCGGCCCAACAGAAGAAATTAATTGATGCTAATGACATTTTTTCATTGTGTAAATTTGAAACGAGA 
AGATTCACTGGGAATAATAAAATCAATTGTGCTGTTCCTTGTTATGGTGGGAAGAAATTGTTGTATGGT 
ACTGATTCAGGGGTATGGGTTAGTACTGTTCGTTCAATTAGTGCCACATCTAATGAAAAAATCTGTAGT 
GATCCCACTATGGTCATTTCCAAAACTTATGTCACTCAAATTGAAGTGATTGTTGAATACTCCAAGTTG 
TTAGTATTGAGTGACAAATCATTATATGAATTTGATTTATCTTGTACCGATTCTTTGGATCATGTGAAG 
AATACCAAACTGGGGAAATTGCTTTTGAGTCATGTGTCATTTTTCAAAGTTGGTGTTTGTGATGGGAAA 
TTGCTAGTGATTGGTGCTAGAACAGGTAGTCTGCATTCAATTTGTATATTTGAGCCTGTTAATCCATTT 
GATAAATCGAATAAGAATAAGAACAAGAGATTAGAAATTCAAGAAATTAATTTCAGTTCTGATCCAATT 
TCCATCTCATTTTTGAAGACTAAACTTTGTATTGGGTGTGCTAAAGGTTTTGAAATTTTATCTTCTCAA 
ACAGGAACCAAAGAATCGATTTTGGATGAAGCAGACCCTTCATTAGATTTTGCAACACAAAGAGAAAGT 
GTGACACCATTAGCAATTCATCGATTAGGACGTGATTTCTTATTGTGTTATTCTGAATTTGTATTTTTG 
ATCAATCGAAATGGATGGAGAACAAATCATGATTGGGGGATATTTTGGGAAGGTAATCCACAAAATGTT 
GCGATTTTCTTCCCTTACTTGCTATCATTTGAACCTGGATTTGTTGAAATTAGAGATTTGCATACAACT 
AATTTATTAAGAGCTTTAACGGGAGAGAATATTAGATTTTTGCATTCGAACGAACATGAAGCTATGTTT 
GCTTGTGAAGAAAATGGATATGATATTATTATTTCCATTGATTTCTTGAATTTGAAACCAAAGTCTCCA 
ACATAA 

YGR070W_homolog 1381aa{SEQ ID NO 426) 

MSSNSSWSNNDSYQSRNNPNNGNNHNPHLMSQQHSQSVNIPSHLLPQAFIEQQQQPPQPQPQQYPQDGQ 
AHNKNPPINNRFHQSQPPQSRHQYIPSKQEQMQQPYPTAEQNNQHFPPPQERSYSFSSTMDPGSPSKMT 
PPNFSQRNQSFSGYQQPPPQQQQYPQSPHKAYNQQTHTHQGGLQQPYIAQRQNMPPGYINQNPYSQQNR 
SVSSLTQDRTGAPVQHLPYPVNNDDPGYQLQPSAIQSHHPPQQQQQQQPPLQTRRQLRKAPSSNLPPIQ 
TDQVYYSPDARRIVSTPTHQQNFPTPIPPEARTKSLTSASLKHQKQPSQPSQPYFQQISESPGKDSNAR 
NSSSSSLHHTFSLTSKSRSFTSISKLSSLSTKKFGSSSSVNTNKLDRYQSSGTIRNNHNHNHTNQTSHN 
IHYAKPS VYPAI LS EVAKLFKEAI I LTINTKDGLEYHDTFTGKMAVDI LCRI I RTNDRNL ALLLGRSLD 
AQKFFHDVTYNHRLRDSVHEIYAFNNVYNDVDFFNEENGGAGSVSNGENSALNSKHGSFLDSSTQLQNA 
LNDHISDYHTSQSSGSLTKIASSATGNGSVGVAGKELSASQQTGVNGVFTILTECYSPTCSRNSLCYSI 
ACPRRLEQQARLNLKPQGGLQRAVSKLSLHDQEETETLWHKTVPQSVLDKLDKHEKTRQELIYEFVYTE 
RDYVKDLEFMTDFYIMPLRNPANNIIPDYQRETFIQTVFGGVPDLLRLAKRLSEALTRRQQQQKPVIET 
IGDVFLDWGDFEPFVTYSGNKVFATFEHERQQQVNMKYARFLDAIEKKPESRRQDLSSFLIKGVQRPA 
RYQLLLSGILKHTKPESPDYKYLTKAKEEIEKLLVKINrQTGECTDRHKVMVLHRLLGKQTLENRFNFK 
LSYNNRIIYQVTLNRKRDNEKIDLYLFEHALLLVKHKIQNKREQHKVFEKPJyTYLPLLFVNSGMEIPTNR 
TIMPHRYHGSLVSDTSIRPQRAESNYIGNTLNSSSTPKFQLNFFGLGSNQVHASLFADDLTIQNQVLSQ 
ISAQQKKLIDANDIFSLCKFETRRFTGNNKINCAVPCYGGKKLLYGTDSGVWVSTVRSISATSNEKICS 
DPTMVISKTYWQIEVIVEYSKLLVLSDKSLYEFDLSCTDSLDHVKNTKSGKLLLSHVSFFKVGVCDGK 
LLVIGARTGSSHSICIFEPVNPFDKSNKNKNKRLEIQEINFSSDPISISFLKTKLCIGCAKGFEILSSQ 
TGTKESILDEADPSLDFATQRESVTPLAIHRLGRDFLLCYSEFVFLINRNGWRTNHDWGIFWEGNPQNV 

AIFFPYLLSFEPGFVEIRDLHTTNLLRALTGENIRFLHSNEHEAMFACEENGYDIIISIDFLNLKPKSP 
T 

YGRl32C_homolog 966bp public: 1..966(SEQ ID NO 427) 

ATGCTCATTATTGACACCAAAATAATTTCTTCACCTTTTTTTTCTTCCTTTTCTTTCTTCAAGACAAGC 
ACAGTTTCTTCCCCTCTGCTACTGCTAAACGTCCAATCAAACACTATGTCACAACGAATTGCAGATTTT 
GTTTCTAAAATAGCCTTGCCAGCTGGTATCACCATTGCATTGGCACAATCAGCCTTGTATGATGTTCCT 
GGGGGTAAGCGTGCAGTTATATTTGACCGTTTAAAGGGGGTCAAACAGGGAGTTATTGGCGAAGGTACC 
CACTTTTTGGTGCCATGGTTACAAAAGGCAGTGATATTTGATGTTAGAGTTGAACCACGAGTAATTACT 
ACCACTACAGGATCTAAGGATTTACAGAATGTTTCATTGACATTGAGGGTGTTGAGTAGACCCGAAGTA 
AGAAAATTGCCTACTATTTACCAAACTTTGGGGTTGGATTACGGGGAAAGGGTGTTGCCTGCCATTGGT 
AATGAAATTTTGAAATCGATTGTGGCACAATTTGATGCTGCTGAATTGATCACCCAGAGAGAGGTTGTT 
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TCTGCCAGAATAAGACAAGAGTTGTCAAGAAGAGCCGCAGAGTTCAATATAGAATTGGAAGATGTGTCG 
ATTACACATATGACATTTGGTAGAGAGTTCACCAAAGCCGTGGAAAAGAAACAAATTGCACAACAAGAT 
GCAGAAAGATCAAAGTTCCTTGTGGAGAGAGCAGAACAGGAAAAGAAGGCTGCGATTATCAGAGCTGAA 
GGGGAGGCCGAATCAGCAGACGTTGTTTCCAAGGCGTTGGCCAAAGCTGGGGATGGGTTATTGATGATC 
AGAAGATTGGAGGCATCAAAGGACATTGCATCAACATTGGCCAACTCACCAAATATCACTTATTTACCT 
AATGGTGGCGCTGGCGGCAGCGATAGCGACGGGTCCAAAAACTCATTATTGTTGAATATTGGCCGTTAA 

YGR132C_homolog 321aa(SEQ ID NO 428) 

ML I IDTKI I S S PFFS SFSFFKTSTVS S PS LSLNVQSNTMSQRI ADFVSKI AL PAG IT I ALAQ SAL YD VP 
GGKRAVIFDRLKGVKQGVIGEGTHFLVPWLQKAVIFDVRVEPRVITTTTGSKDLQNVSLTLRVLSRPEV 
RKLPTIYQTLGLDYGERVLPAIGNEILKSIVAQFDAAELITQREWSARIRQELSRRAAEFNIELEDVS 
ITHMTFGREFTKAVEKKQIAQQDAERSKFLVERAEQEKKAAIIRAEGEAESADVVSKALAKAGDGLLMI 
RRLEASKDIASTLANSPNITYLPNGGAGGSDSDGSKNSLLLNIGR 

YGR13 5W_homolog 756bp public: 1..756(SEQ ID NO 429) 

ATGTCAAGAAGATACGATTCAAGAACCACTATTTTTTCACCAGAAGGTAGATTATACCAAGTGGAATAT 
GCTCAAGAAGCCATATCCAATGCTGGTACAGCCATAGGGATATTATCTCCTGAAGGTGTCGTTTTAGCG 
TGTGAAAAGAAAGTCACCTCCAAGTTATTGGACGATGATGGATCAGCTGAAAAATTATACATTATCAAC 
GATCAAATGATTTGCGCTGTTGCTGGTATGACTGCCGATGCATCAATTCTTGTGAATAATGCAAGAATT 
CAAGCCCAACAGTATTTGAAGTTGTACGACGAAGAGATTCCTTGTGAAATGTTGATCAATCGTGTTTGT 
GATGTCAAACAAGGTTATACCCAACATGGTGGGTTGAGACCATTTGGTGTTAGTTTCCTTTATGCCGGG 
TATGATGACAGATATCAATTCCAATTGTTTACATCGAATCCTTCTGGTAATTACAGTGGTTGGAAGGCA 
ACTAGTATTGGTGCTAACAATTCTGCTGCTCAAACTTTATTGAAGAAAGATTACAAGGACGATTTGACT 
TTAAAAGATGCATGCGAATTGGCTATCAAGGTTTTATCAAAAACTATGGATGCTTCAAACATAAATAGT 
GAAAAATTAGAATTCGCTACCTTAAGTTTGGGCAAAGACAACAAAGTGTTGCATAAAATTTGGAACGAT 
AAAGATATTGACATCCTAATTAAGGCTTCGGGGGTTTTGAACGAAAAAAATAGCGATGATGAATAG 

YGR135W_homolog 251aa(SEQ ID NO 430) 

MSRRYDSRTTI FS PEGRLYQVEYAQEAI SNAGTAIGI LSPEGWLACEKKVTSKLLDDDGS AEKLYI IN 
DQMI C AVAGMTAD AS I LVNNARIQAQQYLKLYDEEI PCEMLINRVCDVKQGYTQHGGLRPFGVSFLYAG 
YDDRYQFQLFTSNPSGNYSGWKATSIGANNSAAQTLLKKDYKDDLTLKDACELAIKVLSKTMDASNINS 
EKLEFATLSLGKDNKVLHKIWNDKDIDILIKASGVLNEKNSDDE 

YGR155W_homolog 1491bp public: 1..149KSEQ ID NO 431) 

ATGACATCTACAAACAAACCACCAGCCTTAAAAGAAGATATTTTAGAACTTATTGGTAATACTCCATTA 
GTCAAATTGAACAAAATTCCACAATCGTTGGGAATTAAAGCCAAGGTCTATGCCAAAGTTGAATTATTC 
AATGCCGGAGGATCAATTAAAGATAGAATTGCCAAAAATATGGTATTGGAAGCCGAAAAACAAGGTAAA 
ATCAAACCAGGCTATACTTTGATTGAACCAACCTCAGGTAATACTGGTATTGGTTTGGCTTTGGTTGGT 
GCCGTTCGTGGATACAGAACCATCATTACCTTACCAGAAAAAATGTCAAACGAAAAAGTTTCTGTTTTG 
AAAGCCTTAGGTGCTGAAATCATTAGAACTCCAACTGAAGCTGCATGGGACTCTCCAGAATCTCATATT 
GGTGTTGCTAAAAAATTGGAAAAAGAAATACCAAACTCTATTATTTTGGACCAATATGGTAACCCAGCC 
AACCCAGATGCTCATTATTATGGTACTGGTTATGAAATTTGGGAACAAACTGAAGGTAAAATTACTCAC 
TTGGTTGCTGGTGCTGGTACTGGTGGTACCATCACTGGTATTTCCAAATACTTGAAAGAAAAAAATTCT 
AAGATTCATGTTACTGGTGCTGACCCAAAAGGTTCTATTTTAGCTGAACCAGAATCTTTAAATAATTCC 
ACCGAAGGTTACTTGGTTGAAGGTATTGGTTATGATTTTATTCCAGATGTGTTGAACAGAAAATATGTT 
GATGATTGGATCAAAACAGATGATGCTGAATCTTTTAAATTGGCTAGAAGAATTATTAGAGAAGAAGGT 
ATTTTGGTTGGTGGTTCTTCTGGTTCTGCCTTACAAGCTGCTTTACAAGTAGCTAAAGACTTGACTGAA 
GACGATACTGTCGTTGTTGTTTTCCCAGATTCCATCAGATCTTACTTGTCTAAATTTGCCGATGACGAA 
TGGTTAATCTCCAATGGATTCGAAGTTGAAGATTCACCGGGTGCTAACAAGGCTGACGAATTCTTGAAT 
GGTAAGACTATCAAGGATTTGGTTGCTGGCAAAGCTCCAGTTGTCACTGTCACTTTATCTGACACAGTT 
GCCAAGACTTTTGATTTATTGCAATCCAATGGGTTTGATCAATTGCCAGTTTTGAATAACTCTGGAAGA 
TTAGTTGGTTTGATCACCTTATCCAAGATATTGAAATCTTTATCCACTAAAAAGATTCAAACGACCAAT 
TCAATCAGTTCGATCATCATTGATTTCAGAAAGTTGGCTGATTTTGAAAAATCTTTCACCATCACTAAA 
AAATCAGGATTCACTAAGAGAAGTTATGAACCAATCAAGTTGGACACCCCATTAGCTGCTTTGAATAAA 
TTCTTTGAAACCAATTCAAATGCTATAATCACAGATGATGAATTGAAACCAGTTCAAATTGTTACTAAG 
GTCGATTTGCTTTCGTATTTGACTAAAAACGCTAGTTTTTAA 

YGR155W_homolog 496aa(SEQ ID NO 432) 

MTSTNKPPALKEDILELIGNTPLVKLNKIPQSLGIKAKVYAKVELFNAGGSIKDRIAKNMVLEAEKQGK 
IKPGYTLIEPTSGNTGIGLALVGAVRGYRTIITLPEKMSNEKVSVLKALGAEIIRTPTEAAWDSPESHI 
GVAKKLEKEIPNSIILDQYGNPANPDAHYYGTGYEIWEQTEGKITHLVAGAGTGGTITGISKYLKEKNS 
KIHVTGADPKGSILAEPESLNNSTEGYLVEGIGYDFIPDVLNRKYVDDWIKTDDAESFKLARRIIREEG 
ILVGGSSGSALQAALQVAKDLTEDDTWWFPDSIRSYLSKFADDEWLISNGFEVEDSPGANKADEFLN 
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GKTIKDLVAGKAPVVTVTLSDTVAKTFDLLQSNGFDQLPVLNNSGRLVGLITLSKILKSLSTKKIQTTN 
SISSIIIDFRKLADFEKSFTITKKSGFTKRSYEPIKLDTPLAALNKFFETNSNAIITDDELKPVQIVTK 
VDLLSYLTKNASF 

YHR138C_homolog 384bp public: 1..384(SEQ ID NO 433) 

ATGAATCAAAATAAGAAATTAACTGGTTTAATATTATTAGCGATTATATCAATCATTACTTTATTCAAC 
TTTAAAACAATTTCCCAAATAACTGCCATCAGATCATTTGTCTCCCCTGCCTCTTCCACCGCTACTAAT 
ACTAATACTAAATCAACAATGTCAGATTCCAAAGGTTACATTATCACTTTGAAAGATACTTGTGCTGAT 
TCCGAAGCTAGTTCAATTAAATCAAAGATTACTGAATTGGGAGGTAAAATCACTAATGAATTTAGTTTA 
ATCAAAGGATTTTCTGCTCAATTGCCAACTATCCATGCTGAAGCTTTACCTAAAGATTTTGCTGGTATT 
GCCAATATTGAAGAAGATGGTGAAGTTCGTACACAATAA 



YHR13 8C_homolog 127aa(SEQ ID NO 434) 

MNQNKKLTGLILLAIISIITLFNFKTISQITAIRSFVSPASSTATNTNTKSTMSDSKGYIITLKDTCAD 
SEASSIKSKITELGGKITNEFSLIKGFSAQLPTIHAEALPKDFAGIANIEEDGEVRTQ 

YHR179W_homolog 1212bp public: 1..1212(SEQ ID NO 435) 

ATGACAATCGATAACGAAGGCATTGTCATTAAACCATTGGGTTCAACAAAATTATTCCAACCAATAAAA 
CTTGGTTTTAACACTTTATCACAAAGAATAGCATTTGCACCATCCACACGTTATAGAGCAACCAAAGAT 
AATATCCCTACCGATTTACAATTAGAGTATTATTCTCAACGATCAGAATATCCTGGAACTTTAATCATT 
ACTGAAGCAACTTATACATCACGTCAAGGTGGATTAGTACCATATGTTCCTGGGATTTATAATGATGCT 
CAAACTAAAAGTTGGAAGAAAATTAATGATGCGATTCATGCCAATGGAAGTTTCAGTTCAGTTCAATTG 
TGGTATTTAGGTAGAGTTGCTAATCCTAAAAATTTGAAAGATGCTGGATTACCATTTGTTGGAGCCTCA 
TCAGTTTATTGGAATGAAGAAAGTGAAAAATTGGCCAAAGAAGCTGGAAATGAATTGAGGGAATTGACA 
GAAGAAGAGATCGATCACATTGTTGAAGTTGAATATCCGAATGCTGCTAAACGTGCCATTGAAGCAGGA 
TTTGATTATATCGAAGTGCATTCAGCTCATGGTTACTTGTTAGATCAATTTTTAAATCTTGCCTCTAAT 
AAAAGAACTGATAAATATGGTTGTGGTAGTATTGAAAATCGTGCTCGTTTATTATTAAGAATTATTGAT 
AAATTGATTGATATAGTTGGAGCTGAAAGATTAGCTATCCGTTTATCACCATGGGCCACGTTCCAAAAT 
GTTGACGTCGAAGGAGAAGAAATTCATAGTTATATCATTGATCAATTACAAGAAAGGGCAAATTCTGGT 
7UVTGAATTAGCGTATATTTCTCTTGTTGAACCACGTGTTCAAGCAAGTTGGGATATTGCTAAAGAGAAT 
CAAGTTGGCTCAAATGAATTTATTTTGAAACATTGGAAGGGGAAAGTAATTAGAGCAGGTACTTATGCT 
CATGAATTAAATAAAATTAATGAAGATATTAATAATGATAGAACTTTAATTGCCTTTTCAAGATTTTTC 
ATTTCTAATCCTGATTTAGTGAAAAAATTACATGATGGGATTTCTTTGACTCCTTATGAAAGAGCAACA 
TTTTATAATCATGATAATTTTGGATATAATACTTGGATTAAATATGGAGAAAATAAAGTTTTCAATGAA 
CAAGAAGAAAGGAAAAAATTGGGTAAACCTTTAGCTTAG 

YHR179W_homolog 403aa(SEQ ID NO 436) 

MTIDNEGIVIKPLGSTKLFQPIKLGFNTLSQRIAFAPSTRYRATKDNIPTDLQLEYYSQRSEYPGTLII 
TEATYTSRQGGLVPYVPGIYNDAQTKSWKKINDAIHANGSFSSVQLWYLGRVANPKNLKDAGLPFVGAS 
SVYWNEESEKLAKEAGNELRELTEEEIDHIVEVEYPNAAKRAIEAGFDYIEVHSAHGYLLDQFLNLASN 
KRTDKYGCGSIENRARLLLRIIDKLIDIVGAERLAIRLSPWATFQNVDVEGEEIHSYIIDQLQERANSG 
NELAYISLVEPRVQASWDIAKENQVGSNEFILKHWKGKVIRAGTYAHELNKINEDINNDRTLIAFSRFF 
I SNPDLVKKLHDGI SLTPYERATFYNHDNFGYNTWIKYGENKVFNEQEERKKLGKPLA 

YIL074C_homolog 1392bp public: 1..1392(SEQ ID NO 437) 

ATGTCATCTCCTCAACAAATTGTCAACTCATTCCAACAAGCCTTGAATTTATCAGGATCTCCAAATGCT 
GTTTCTACATCACCAACTCAATCATTCTTGAGTCAATATGTTCCAAGCAAGCCAGCT7UVAGCTTTGAAA 
CCTTTCAAAACTGGTGATATCAAAATTTTATTATTGGAAAATGTTAACCAAACTGCCATAAATATTTTC 
AAAAACCAAGGTTACCAAGTTGAATTTTATAAATCATCATTACCCGAAGATGAATTATTAGAGAAAATC 
AAAGATGTTCATGCCATTGGTATTAGATCAAAGACTAAATTAACAGAAAAAATCCTTAAAGCTGCTAAA 
AACTTGGTGGTTATTGGTTGTTTCTGTATTGGTACCAATCAAGTTGATTTGGAATTTGCTGCCAAATCA 
GGTATCGCTGTTTTCAACTCTCCATTTTCAAATTCTAGATCAGTTGCTGAATTAGTCATTGCTGAAATC 
ATTACTTTGGCTAGACAATTGGGTGATCGTTCAATCGAATTGCACACTGGTACTTGGAATAAAGTCAGT 
GCCAAATGTTGGGAAATCAGAGGTAAAACTTTGGGTATTGTAGGTTATGGTCACATTGGTTCCCAATTA 
TCTGTCTTGGCTGAAGCTATGGGTATGAATGTTATCTATTATGATGTCATGACCATTATGTCTTTAGGT 
AACTCGAAACAAGTTGAAAGTTTGGACGAATTGTTGAAAAAAGCCGATTTCGTTACTTTGCACGTCCCA 
GCTACTCCAGAAACCAAGAACTTGTTGAGTGCTCCACAATTTGCCGCTATGAAAGATGGTGCTTACGTT 
ATAAATGCTTCTAGAGGTACTGTTGTTGATATCCCAGCTTTGGTTCAAGCCATGAAAGCCGGAAAAATT 
GCTGGTGCCGCTTTAGATGTTTACCCTCATGAACCAGCAAAGAATGGTGAAGGTTTATTCAGTGATAGT 
TTGAATGAATGGGCCAGTGAATTGTGTTCATTGAGAAATGTGATTTTGACTCCACACATTGGTGGTTCT 
ACCGAAGAAGCCCAATCTGCTATTGGTATTGAAGTTGGTAATTCATTGACCAAATACATCAACGAAGGT 
GCCTCTCAAGGTGCTGTTAACTTCCCAGAAGTTTCATTGAGACCATTAGATTTGGATCAACAAAATGTT 
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GTCAGAGTATTATATATCCATCAAAACGTTCCTGGTGTGTTGAAAACTGTCAACAATATCTTATCCAAT 
CATAACATTGAGAAACAATTCTCCGATTCTCAAGGTGATATTGCTTACTTAATGGCCGATATTTCTGAT 
GTTGATATCAGCGATATACAGTCATTATATGAACAATTAGAACAAACTCCATATAAAATTGCTACTCGT 
TTGTTGTATTAA 

YIL074C_homolog 463aa(SEQ ID NO 438) 

MSSPQQIVNSFQQALNLSGSPNAVSTSPTQSFLSQYVPSKPAKALKPFKTGDIKILLLENVNQTAINIF 
KNQGYQVEFYKSSLPEDELLEKIKDVHAIGIRSKTKLTEKILKAAKNLVVIGCFCIGTNQVDLEFAAKS 
GIAVF^SPFSNSRSVAELVIAEIITLARQLGDRSIELHTGTWNKVSAKCWEIRGKTLGIVGYGHIGSQL 
SVLAEAMGMWIYYDVMTIMSLGNSKQVESLDELLKKADFVTLHVPATPETKNLLSAPQFAAMKDGAYV 
INASRGTVVDIPALVQAMKAGKIAGAALDVYPHEPAKNGEGLFSDSUJEWASELCSLRNVILTPHIGGS 
TEEAQSAIGIEVGNSLTKYINEGASQGAVNFPEVSLRPLDLDQQNWRVLYIHQNVPGVLKTVNNILSN 
HNI EKQFSDSQGDI AYLMADI SDVD I SDIQSLYEQLEQTPYKI ATRLLY 



YIR037W_homolog 486bp public: 1..486(SEQ ID NO 439) 

ATGTCTCAATTTTACGAATTAGCTCCAAAAGACGCCAAAGGTGAACCATATCCATTTGAACAATTGAAA 

GGGAAAGTTGTCCTTATCGTCAATGTTGCTTCCAAATGTGGATTCACTCCTCAATACAAGGGTTTAGAA 

GAATTGAATAAGAAATTTGCTGATCAACCAGTACAAATCTTGGGTTTCCCATGTAATCAATTTGGCCAC 

CAAGAACCAGGTAGTAACGAAGAAATTGGATCATTCTGTTCATTGAACTACGGTGTTACATTCCCAGTC 

TTGGATAAAATTGAAGTCAATGGTGACAATACCGATCCAGTTTATAAATATTTGAAATCACAAAAGAGT 

GGTGTTTTGGGATTGACCAGAATTAAATGGAATTTTGAAAAATTCTTGATTGACCAAAATGGTAAAGTT 

ATTGAAAGATTCAGTTCATTGACTAGTCCAGAAAGTATCGGTACCAAGATTGAAGAATTGTTGAAGAAA 
TAA 

YIR037W_homolog 161aa(SEQ ID NO 440) 

MSQFYELAPKDAKGEPYPFEQLKGKVVLIVWASKCGFTPQYKGLEELNKKFADQPVQILGFPCNQFGH 
QEPGSNEEIGSFCSLNYGWFPVLDKIEVNGDNTDPVYKYLKSQKSGVLGLTRIKWNFEKFLIDQNGKV 
IERFSSLTSPESIGTKIEELLKK 

YJR096W_homolog 849bp public: 1..849(SEQ ID NO 441) 

ATGTCATATCGATTAATCAAACTCAATTCCGGTCATACCATTCCATCAATTGGATTAGGATGTTATGAT 
ATCCCAAGAAATAAAACGGTTTCGGTAGTTTATGAAGCTTGTAAAGTTGGATATCGTCATTTTGATACT 
GCAGTGTTATATGGAAACGAAGAAGAAGTCATTGAAGGTATAAGTAAATTCTTACGAGAGAACCCCAAT 
ATACCACGATCTGAGTTTTTTTACACCACAAAGCTTTGGAATAATCAATTGGGTACTTCAAGCACTAAA 
CAAGCCATTTCAACAATGATGGCTCAAGTTGGTGATAAATTAGAATATATTGATTTATTATTGATTCAT 
TCTCCATTACCAGGTAAGACCAAACGTTTAGAAAGCTGGAAAGTTTTGCAGGATGCTGTGGAAAAAGGA 
TGGATTAAAAACATTGGGGTTTCTAATTATGGTAAACATCATATTGAAGAATTGTTGACCAATGCAACG 
ATCCCTCCAGCTGTCAATCAAATTGAAATTAGTCCTTGGTGTATGAGACAGGATTTAGCTACTTGGTGT 
TTAAGTAAAGGTATCAATGTTGAGGCATATGCACCATTAACCCATGGTAACAAATTACAAGTCAACAAT 
ACTGAATTTCAAGAAATTATGCAAAAGTATAATAAATCAGCTGCTCAAATATTGATTAAATGGTCATTA 
CAAAAAGGTTATATACCATTACCAAAAACAAAAACTCCATCTCGATTAAAGGAAAATCTTTCTGTTGAT 
GATTTTGAATTGACTAATGAAGAAATTAAGGCTATTGATCAACCTGATGCTTATGAACCAACAGATTGG 
GAATGT AC TGATGCTCC ATAG 

YJR096W_homolog 282aa(SEQ ID NO 442) 

MSYRLIKLNSGHTIPSIGLGCYDIPRNKTVSWYEACKVGYRHFDTAVLYGNEEEVIEGISKFLRENPN 

IPRSEFFYTTKLWNNQLGTSSTKQAISTMMAQVGDKLEYIDLLLIHSPLPGKTKRLESWKVLQDAVEKG 

WIKNIGVSNYGKHHIEELLTNATIPPAVNQIEISPWCMRQDLATWCLSKGINVEAYAPLTHGNKLQVNN 

TEFQEIMQKYNKSAAQILIKWSLQKGYIPLPKTKTPSRLKENLSVDDFELTNEEIKAIDQPDAYEPTDW 
ECTDAP 

YKL196C_homolog 603bp public: 1..603(SEQ ID NO 443) 

ATGAAGATTTATTACATTGGTATTTTAAGATCAAGTGGAGACAAGGCTTTAGAGTTAACTTCAGCCAGA 
GATTTATCACAGTTTTCCTTTTTCGAAAGAAATGGGGTATCCCAATTCATGACTTTTTTCGCAGAAACC 
GTATCCCAAAGAACTCAACCTGGACAGAGACAAAGTGTTGAAGAAGGTAATTATATTGGTCATACTTAT 
ACCAGATCAGAAGGAATTTCTGGTATCATTATAACGGACAAAGATTACCCTGTAAGACCAGCATATACA 
TT AAT AAATAAAATCTTGG AAGAAT ATTTATC ATTGC ATCC TAAATCTGATTGGGAAAAC ATTG ATAAA 
GCAAATGAAACTTTACAATATGGACAATTAGAAGCATATTTGAAAAAATATCAAGATCCCACTCAAGCT 
GATTCAATCATGAAAGTTCAACAAGAATTAGATGATACTAAGGTTGTTTTACACAAAACTATTGAAGGG 
GTTTTACAAAGAGGAGAGAAATTAGATTCATTGGTTGACAAATCAGAAGCATTGTCAAGTTCTTCAAGA 
ATGTTTTATAAACAAGCAAAGAAAACCAATTCTTGTTGTGTGATTATGTGA 



WO 02/064766 



PCT/EP01/15398 



141/251 

YKL196C_homolog 200aa(SEQ ID NO 444) 

MKIYYIGILRSSGDKAIiELTSARDLSQFSFFERNGVSQFMTFFAETVSQRTQPGQRQSVEEGNYIGHTY 
TRS EGI SGI I ITDKD YPVRPAYTLINKI LEE YL SLH PKSDWENI DKANETLQ YGQLEAYLKKYQDPTQ A 
DS IMKVQQELDDTKWLHKTI EGVLQRGEKLDS LVDKS E ALS S S SRMF YKQAKKTNSCCVIM 

YKR076W_homolog 771bp public: 1..77KSEQ ID NO 445) 

ATGGATGACAAAGGGTGGAGATTTCCTACAAAGGAAGAATTGAAGACATTAAAAACTGAAGACGACATT 
TCATTAGGTACACCTGACCATAACTATGATTTTTCCCGTCTTAGAGAATTGTACTTTAAGGCTGAACCA 
GAATACGAGGGAAGATTCACAGTTCCAGTATTGTGGGACAAAAAAGAAGGTACAATCGTAAACAATGAA 
TCTGCTGAAATCATCAGAATGTTGAATACTGAATTCAATAGTATTTTGCCAAGTGAATATGCCGAAGTT 
GATCTTGTTCCAAAAGACTTAGAATCTCAGATTGATGAATTGAACAGCTGGATTTACGATAATATTAAC 
AATGGTGTTTATAAAGCTGGATTTGCATCCAAGCAAGAGGTGTACGCCAAAGAATGTCAAAATGTGTTT 
GATCATTTGGACAAAGTGGAAGCCATTTTGGAGAAAAACCACAATGGGTCCAAGAAGGGAGAATTTTTG 
TTGGGCAACCAATTGACTGAAGCAGATATCAGATTGTACACAACAATTATTAGATTTGATCCTGTCTAC 
GTTCAACACTTTAAGTGTAATATTGGTACAATCAGAACTCACTATCCATACATCCACAATTGGCTCAGA 
TTATTGTATTGGAAGATTCCTGGTTTCCAAGAAACTACCAATTTCGAGCACATCAAGTACCACTACACC 
AAATCTCATATCAAGATTAATCCATACGGTATAACACCATTGGGTCCAGTACCAAATATTTTACCATTG 
GAAGAAAAGTAA 

YKR076W_homolog 256aa(SEQ ID NO 44 6) 

MDDKGWRPPTKEELKTLKTEDDISLGTPDHNYDFSRLRELYFKAEPEYEGRFTVPNHjWDKKEGTIVNNE 
SAEIIRMI^EFNSILPSEYAETOLVPKDLESQIDELNSWIYDNINNGVYKAGFASKQEVYAKECQNVF 
DHLDKVEAILEKNHNGSKKGEFLLGNQLTEADIRLYTTIIRFDPVYVQHFKCNIGTIRTHYPYIHNWLR 
LLYWKIPGFQETTNFEHIKYHYTKSHIKINPYGITPLGPVPNILPLEEK 

YKR092C_homolog 1287bp public: 1..1287(SEQ ID NO 447) 

ATGGGTGAGTGTGGCTGGGGAGAGGGAATATTTAGCAGCCAGAGGAAAAAGAGACCAAGATTCGTTTTT 
GGGCTCATCTCTCTCTCTCTCTCTTACTCACACAAAAGAAGAGCTACGATTAAAGTTTGCCCAAATGGG 
TTGGAAAAAAATTTTTTTTTTAATTTCTTTTTTCACCTCTTAAAGAGTCAATTATTACAACTACTACCA 
ATAGCAAAGATGAGTTCCAATACTCAAGATTTAGTTTTAGCTTATATTAATGATTATGTTTCCAGAAAT 
GAAGAATTGTCAAAGTTGAAGAAGGCATTATCGAAATTCTTAGCAGGCAAAGAATTACCAAAAGTTTCT 
AAACAGTTGGAATCCATTATTGATGAAGTGGAAAATCAAGAAAAGAAAAGCAAACCAAGAAACTCATCA 
TCTGATAGTGAAGACTCTTCATCTGAGAGTGAAAGCTCCACTTCGGACAGCGAAAGCTCCTCCTCAGAT 
AGCGACAGCTCTTCCTCAGACAGTGAAAGTTCTTCCTCAGACAGTGAAAGTTCTTCATCAGACAGTGAA 
GACAGCGATGACGAGGAAGACAAGGAAGACAAGGAAGCAGAAAAAGATAACAAAGACAGCGAAGACAGC 
GAAAACGAAAAAGTGGAAGAAGACAACAAAGACACCAGCTCTGATTCAAGTTCCAGTTCCGACTCAAAA 
TCTGATTCAGACTCAGACTCAAGCTCCAGCTCTGATTCAAGTTCTGACTCTGATTCAAGTTCTGATTCC 
GACTCCAGCTCCAGCTCTGATTCCGACTCCAGCTCCAGCTCTGATTCCGATTCAGACTCAGATTCTGAT 
AGTGAC AGTG ACGAC AATTCCTC AGAAAGT AGTTCTG AAGAC G AAGAATC ATCTAGTGATTC AGAATC C 
AAAGAGGAACAAAAACAACCAGAAGACAAGAAAAGAAAGCACACAGATGATATCAAAGAAGAAAAACCA 
GTTAAAAAGTTCAAAAACGAGTCAGAATCATCAGCATCATCTTCTACTGATTCAATTCCTGCAACTCCA 
GAACCAGAATTAAAGCCAGGCCAAAGAAAACATTTTTCTAGAATAGATAGAAGTAAAGTTAACTTTGAA 
AATTCAGTATTACAAGACAATACTTACAAGGGAGCTGCAGGAACTTGGGGAGAAAAGGCTAGTGAAAAA 
TTATTACAAGTCAGAGGTAAAGATTTCACAAAGAATAAAAATAAAATGAAGAGAGGAAGTTATAAAGGA 
GGTAGTATCACTTTAGCTAGTGGGTCCTATAAATTCGAAGATTAG 

YKR092C_homolog 428aa{SEQ ID NO 448) 

MGECGWGEGIFSSQRKKRPRFVFGLISLSLSYSHKRRATIKVCPNGLEKNFFFNFFFHLLKSQLLQLLP 

IAKMSSNTQDLVLAYINDYVSRNEELSKLKKALSKFLAGKELPKVSKQLESIIDEVENQEKKSKPRNSS 

SDSEDSSSESESSTSDSESSSSDSDSSSSDSESSSSDSESSSSDSEDSDDEEDKEDKEAEKDNKDSEDS 

ENEKVEEDNKDTSSDSSSSSDSKSDSDSDSSSSSDSSSDSDSSSDSDSSSSSDSDSSSSSDSDSDSDSD 

SDSDDNSSESSSEDEESSSDSESKEEQKQPEDKKRKHTDDIKEEKPVKKFKNESESSASSSTDSIPATP 

EPELKPGQRKHFSRIDRSKVNFENSVLQDNTYKGAAGTWGEKASEK^^ 

GSITLASGSYKFED 

YLR043C_homolog 312bp public: 1..312(SEQ ID NO 449) 

ATGGTTCACGTTGTCACTGAAGTTAACGAATTCCAAACCCTTTTAAAGGAAAACAACTTAGTTATTGTT 
GACTTTTTTGCCACTTGGTGTGGTCCATGTAAAATGATTGCTCCATTATTAGAAAAATTCCAAAATGAA 
TATTCTAATATTAAATTTTTGAAAATTGATGTTGATCAATTGGGTTCTTTAGCACAAGAATATAATGTT 
AGTTCTATGCCAACTTTGATTTTATTCAAAAATGGTGAAGAAGTCAATCGTGTCATTGGTGCTAACCCA 
GCTGCTATTAAACAAGCTTTGGCTTCTCTTGCTTAA 
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YLR043C_homolog 103aa(SEQ ID NO 450) 

MVHVVTEVNEFQTLLKENl^VIVDFFATWCGPCKMIAPLLEKFQNEYSNIKFLKIDVDQLGSLAQE^ 
SSMPTLILFKNGEEVNRVIGANPAAIKQALASLA 

YMR273C_homolog 4938bp public: 1..4938(SEQ ID NO 451) 

ATGTCACTGCCTAACACGTCATTCCATAGCGATTCAAATTTTGAATCAGCTGTACAAGATCTTGAACAA 

GAGAAGAAAATGGTGGCAGCCTTAAAGAGACTATCTATAGGTCATATGATGCAATATGATCCCGACTTG 

CCACCAGGCAGTATGGATGATATTGATCCCTTTGCAAACAATAACAACAACAGCAATACCGCTAGTAAC 

AATAACCACTATAATGGTCATACCAGAGATCACACCAGCAACAACAACAATACACACAATCATTCTCCC 

AACTCAAAATTGAAC CAC C ATCGTGGTC AAAGTCCTTATGATGAAGATTTAATTCC ACAGAATATCC AC 

AGATCACACTCAACTCGATCACGATCAAAATCACATTCAACTTCTCCTTCTACTTCGCCTCAACACAAG 

CAACAACAACAACAACAACCGCAACCTTTTCCACATGAACCACAGACTCCTCCATATAACAAATCACCA 

AGCCCAGTCAAGAGACGTAGTTTTTACGACAATTCCAGCGTGTTGACGTCAGAAAGTCACGATATTTTT 

TTCGATGCCGAGGATGAAGTTTATGATAGTTCATCCCCTTTGTTGTGGGTACCAGCTAACTCTCATCCT 

CAAGTGAATCCTGAATCGTTCAAGAGTTTAATCAAAACTCAAGTGGAAGAGATATTGGAAAGAAAGCTA 

TCTCGAAAGTCAACTATTTCAAGAAAGTCAACTTTATCACGCAGCTCCTCAACCAGTACCAAAGAGACA 

TTAGCCCCAGAACCAGAAATAAGTCCAGAACTGGAATGTGATGTGTCACCTCCTTCTCCAGTAAGAAAA 

TCTTCCTTGTCTTCGTCGTCACAACAAAATCAAAATGAAGACGTTTCTCGAAAATCGTCGTCCTCGGTT 

TCTTCAACTTCTCCACAAAAAGATCCAGCTAAGAGAGAATCTTGGTACTTCAACAACTCAAAAAGATAC 

CTGAATCCATCATTGCGAGAGCTAACTTCAGAATTGGAGCAGTTGTCAAAAATGGCGGGGATGGACAAG 

AATGACGCAGTAACTTTGGCAAGAACTTTGTCGGCACAATCATTGGGGTATACAGATGTGGAAAAATTA 

GCATTTGACGAATTAGATAGTTCACAAACAACCGCTACTGCAACAACACCCAATTCACTGGGTTCTCCA 

GGAAGTTATGACTCTGCAAACCCACCTCGCACCACGACCTTGCATTTACAACAACGATTACAACATCAA 

TTTCAACAAGCTCAAATCAAGGCAGAAAGGGAGGCAGAAAGATCGACAAGACATCAACAAAGCGAACAA 

CAGTGGCCAGTATCGAATGACGATAGTCACAAATCTCTGTCACAGTTGACAGCAAGTGAGGGAGGTTCT 

ACTGCTAATGCTTTTACCAGTGCTGGGAGTGGTGCTGACTTTGCCTTGAAACGAAGTAGAAGAACTGAT 

TACCGGAAAAAGGAAACAGATTCGAAACAAAAGACTTCGAATAATTCGCCTCCTACAAGAAAGTACAAT 

GTCCGGAATTCCCAGTTGTTATTTAACTACAAGAAACCAGTAGATTCTCCTTCGCTGTCACCTTCACCT 

TCACCATCTACATCTCAAAGCATGATGGGTCACAGGGTGAAACACAAGAAATCTCAAAAGCCATTGGAA 

GCAGCATTGGCTAACCCAATGATGGATGGTTCAGATATGTCACATAACCCGTATCCCACTGCTTCAACC 

ACTATTGATTTCAGTCGTATGGGTGCTAAGAAATCAGCCAGACAATCACTTAGTCCAGAGAATGCAATG 

GATGGCAGATCTCGAACAAAGCCCGAAAACAAGACTCATCGTGGCTATCTGCATCAAGAAAGGTCTCAT 

CCTTATCATCAACAACCACAGCCTCAAGTGCAACCTCAAACCCGCCAACAACTTCCACCAGCACAACAA 

GCTCATAGACAATCGACGAGACAAACCCACAATCATCCGAGCACAGGAGTTGAAAAGCATCACCGACAG 

GATAACAAGCGTGTAATGCTGTCAGCTTCTAATACAGACATAAATGATTTTATGGCTCAACTGAATCAA 

TTTCAGACTAATGGAACAAGAAACCATCGATATGACAACCTCCATAAAAAGGATAAGACTGCATTTTTG 

C C AAATGAAGACCACC AACGTAAGTCC CATTCGAC AAGAAATTCAAATGTAAG AAATTTGTCTTCCTCG 

TCTCAACAGCATTTACATCAACCGTATCTGACAACTTCTGTTGCGCCCAAGTCACGTCAACTACATCAA 

AATTTAGACAAGTTGAGATCCGAGATCAATGAATTTAAGGAAAGCTTGAATAAATCGGAATTACCTGGT 

GAGGAATCAAAAAGAGAACACAGACTGCGTCACGACCAGCACCACCAACAACGACAACGACCAGCACCA 

TCACAGCACCAACTTGAGCCTCGCAATTACAACCACAATGACCGTCACCAAAGACAACAGCATGAACAT 

GTACAACCCCAACAAGTCCAGCCCTTACAGTCAGATACTAGTTTTGATATCAGTTATCAAGATTTAAGC 

GTTGAAGATCAATTGGGTATTGAACAGGAAGCATTGAGAGAATTAGGCAAGGAAAAGGGGCATTCTCAT 

GAGATTGATATAGATGATGCATTTGATGAAAATTTAAAANTTCTGCCTATCAATGAACGACATGGCTCT 

CAATTCACACTTGATCATGACATTTTGGACAGCTTTAATTTGGTAGATAATCAGTTGGTTGGATCTGCA 

GATGAAGGAATTGATAATTTGAAGGGTAAGAATGAAATACCCGTTGGGCGACAACAACCACAACAACAA 

CGTCAACAACCAAGAGCTGCTTCGCCACCATCCTCACAGCAGTACTTGGGGCATGATGAATTGCACTTG 

CAACAAGGTAAAGATACAAATAAAAAAGTTGGTCCTCGTTTAAGTATTGATACATTGCAGAACAAGCCT 

ATTCACCCTGAGGAAACTGCAACTGGATTTGGAATGAATGCGTTACCTTCCCCTACGTTGCATTTAGAT 

G AATCTC AAAATAGCAC TCCTGGACATCTG AGAAAGGCAAGC AATTCTGC AAGCTAC GACGATTACTAT 

AATATAGCCGACAAATCATCTACTGCGGGTACCCCCAAAACAAAGAAGGAGACCAAAGTTAAAACGAAA 

TTATTCAATAAAGACCCTAATTTGGAGATTATAGACTCTGATAACTATAAGGAAAAAATGGGCATTGAG 

ACATCTAACAATAAAAAATTGAAAAAGAAGAAATCTTTTGGTTTGCTTAGTACAACATCATCTGTGGGA 

GCAAATGATACATCTGAAAATGAAGGGCCCAAGAAATTGAAAAAGAAAAAGTCGTGGGGCTGGTTGCGG 

GAGCGTTCTGCCAGTGCCTCGTCTGCAGATATCAACAATTTGCCGCCTTTGCCTCTTGATAAACTACCT 

ACAAGATCATTCTCAAATCCCGAAACGTCAACTGACCAACACCAGAAACATGATCTTGAGAACGGTTCA 

GATCTTGAACGTGAATTGGAACACGAACCTGAACTTGAACTTGAGTTGGAGCTGGATCTTGAGTTTGAT 

TACGAGCAACAAAGAAAGCACCAAGATGCTTCAATGGTAAATGATTCAAGCTTTGCAGTTGATTCTATC 

TCTATGAAGTCGACAGACAAGGAAAACGTGCTTTCCAAATTTTTCAAGAAAAAGGCAAAGGTACCAGGT 

TCAAGCTCACAGTCAGTATTTTCATTTGAATCAAAAGGTTCAGGGGCCAGCGTCGACTATGAATCGGAC 

AACGACGCGAAACTGATCAAAAAGAAGGGCAACAATAGCAGCAGGTTATTCAAGAAGAAATCAAGGGCC 

AAATTGTCAGAACAAGAGAATTCAGTGAATAAGGAAAAGCTTCGACCTTTGAATTTAGTGTCAAACGAA 

TCGCAGACGATCGAGGAGAAAGAGAATTTGCGACAAAGTAATGGCACTCGTAAGGCAGAAAGAGTTGAG 
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AGTCAAGAGO^CAGGAGGAACAGTTCCCTGTAACCTCGTCGCCGATACATCAATTCAACATTGAACAT 
CTCAAAGACGACTTTGTCACTCTTGGGGAGAAGGACGATGTTTTAGATTCTGGTACTGATGACTTGGTT 
GAAGATGTAAGATCTCGTAACATTCAGAGCACAATAGTTATTGTTGATGAGGATGAAACTCCTATTCAA 
AATAACAATGATAACAAAGATTTGGGGATGCTAAAAGTTGACGAATTGTCCAAAAAGAAATCAATTAGC 
AGGAAAAAACGGAACAATATGCAAAAGAAGAACCTTTCTACTGAACTTACTGATACAAACAAAGAGGTA 
GTAGAGGAGGTTCTTGCAACTGAGCAAAGTGTCAAACCAAGCCAAGGGGAAGATCTTTTGTCTAAGAAT 
GAAGATAAAGAGAAATTAGATATCCAAGAAAAGTTGAAGAAATCAATAAAACGTACATCAAGGGCCAAC 
CAGCCTATTGAGTTTACTGATTCAGCCTTTGGGTTCCCCTTGCCACCACCATCTCAATCAACTTTAGTG 
ATGCTTGACTACAGATTTCCAGTTCATGTTGAGCGTGCCATTTATAGATTGTCACACTTGAAACTTGCT 
AACCCTAAGCGTTCACTAAGAGAGCAAGTTTTGTTGTCGAATTTTATGTATGCCTACCTCAACTTAGTT 
GATCATACATTACATTTAGAGCAACAAAATATGAGCAGTGAGGATGGCGATCAGATGGAACGTGACGAC 
GACGAAGAAGAAGAAATGACTGACACTGATGAGAAAGACATGATTTTTGGAGAGAGTAATATTGCCGAT 
GACGATGATCTTATTCCTGAAGAAGCAAATGGTGATTCGATTGGGATTAACTTAGATATGGATGGTTTA 
CATAGGAAACAGCATCATCAATCTGGAATCGAAGTATAG 

YMR273C_homolog 1645aa(SEQ ID NO 452) 
MSSPOTSFHSDSNFESAVQDLEQEKKMVAALKR^^ 

NNHYNGHTRDHTSNTmTHNHSPNSKLNHHRGQSPYDEDLIPQNIHRSHSTRSRSKSHSTSPSTSPQHK 
QQQQQQPQPFPHEPQTPPYNKSPSPVKRRSFYDNSSVLTSESHDIFFDAEDEVYDSSSPLLWVPANSHP 
QVNPESFKSLIKTQVEEILERKLSRKSTISRKSTLSRSSSTSTKETLAPEPEISPESECDVSPPSPVRK 
SSLSSSSQQNQNEDVSRKSSSSVSSTSPQKDPAKRESWYFNNSKRYSNPSLRELTSELEQLSKMAGMDK 
NDAVTLARTLSAQSLGYTDVEKLAFDELDSSQTTATATTPNSSGSPGSYDSANPPRTTTLHLQQRLQHQ 
FQQAQIECAEREAERSTRHQQSEQQWPVSNDDSHKSSSQLTASEGGSTANAFTSAGSGADFALKRSRRTD 
YRKKETDSKQKTSKWSPPTRKYNVRNSQLL^ 

AAL ANPMMDGS DMS HNP YPTASTTIDF SRMGAKKS ARQ SL S PENAMDGRSRTKPENKTHRG YSHQ ERS H 
PYHQQPQPQVQPQTRQQLPPAQQAHRQSTRQTHNHPSTGVEKHHRQDNKRVMSSASNTDINDFMAQSNQ 
FQTNGTRNHRYDNLHKKDKTAFLPNEDHQRKSHSTRNSNVRNLSSSSQQHLHQPYSTTSVAPKSRQLHQ 
NLDKLRSEINEFKESLNKSELPGEESKREHRSRHDQHHQQRQRPAPSQHQLEPRNYNHNDRHQRQQHEH 
VQPQQVQPLQSDTSFDISYQDLSVEDQLGIEQEALRELGKEKGHSHEIDIDDAFDENLKXSPINERHGS 
QFTLDHDILDSFNLVDNQLVGSADEGIDNLKGKNEIPVGRQQPQQQRQQPRAASPPSSQQYLGHDELHL 
QQGKDTNKKVGPRLS I DTLQNKPI H PEETATGFGMNAL PS PTLHLDESQNSTPGHSRKASNS ASYDDYY 
NI ADKS STAGTPKTKKETKVKTKLFNKDPNLEI IDSDNYKEKMG I ETSNNKKLKKKKSFGLLSTTS SVG 
ANDTSENEGPKKLKKKKSWGWLRERSASASSADINNLPPLPLDKLPTRSFSNPETSTDQHQKHDLENGS 
DLERELEHEPELELELESDLEFDYEQQRKHQDASMVNDSSFAVDSISMKSTDK^ 

SSSQSVFSFESKGSGASVDYESDNDAKSIKKKGNNSSRLFKKKSRAKLSEQENSVNKEKLRPLNLVSNE 
SQTIEEKENLRQSNGTRKAERVESQEQQEEQFPVTSSPIHQFNIEHLKDDFVTLGEKDDVLDSGTDDLV 
EDVRSRNIQSTIVIVDEDETPIQNNNDNKDLGMLKVDELSKKKS 

VEEVLATEQS VKPSQGEDLLSKNEDKEKLD IQEKLKKS IKRTS RANQPI EFTDS AFGFPLPPP SQSTLV 
MLDYRFPVHVERAIYRLSHLKLANPKRSLREQVLLSNFMYAYLNLVDHTLHLEQQNMSSEDGDQMERDD 
DEEEEMTDTDEKDMIFGESNIADDDDLIPEEANGDSIGINLDMDGLHRKQHHQSGIEV 

YNL112W_homolog 1332bp public: 1..1332(SEQ ID NO 453) 

ATGTCATACAATAACGGAGGATATAATAATAGAAACGGAGGTAGTTACGGTGGAGGCTACGGCGGTGGT 
GGTAGCAGAGGTGGAAGAGATGGCTACAGTGGTGGTGGCAGAGGCGGTGGCTACGGTGGTGGTGATAGA 
GATCAAGGTGGATACAGAGGTGGAAGATTCAGTGGTGGTGGCCGTGGTGGTGGTAGATTTAATGATGCT 
CCAAGACAAGAATTAACTGCTCCACAATGGGATTTAGAACAATTGCCAAAATTTGAAAAAAATTTCTAT 
TCAGAACATCCAGATGTTGCTGCCAGATCTGATAGAGACATTGAACAATTTAGAAAAGAAAATGAAATG 
ACAGTTAAAGGTCATGATATCCCTCATCCAATCACCACTTTTGATGAAGCTGGTTTCCCAGATTATGTT 
TTACAAGAAGTCAAAGATCAAGGTTTCCCTAAACCAACTCCTATTCAGTGTCAAGGTTGGCCTATGGCT 
TTGAGTGGTAGGGATATGATTGGTATTGCCGCCACTGGTTCCGGTAAAACTTTATCTTATTGTTTACCA 
TCTATTGTCCATATTAATGCTCAACCACAATTACAATATGGTGATGGTCCAATTGTTTTGGTTTTAGCA 
CCAACAAGAGAATTGGCAGTGCAAATTCAAACTGAATGTTCCAAATTTGGTAAATCATCAAGAATTAGA 
AACACTTGTGTTTATGGTGGTGCACCAAAAGGTCCTCAAATTAGAGATTTAGCCAGAGGGGTTGAAATT 
TGTATTGCCACTCCAGGGAGATTAATTGATATGTTGGAAGCTGGTAAAACTAATTTGAAAAGAGTCACT 
TATTTGGTTTTAGATGAAGCTGATAGAATGTTAGATATGGGTTTTGAACCACAAATTAGAAAAATTGTT 
GATCAAATTAGACCTGATCGTCAAACTTTGATGTGGTCTGCTACTTGGCCAAAAGAAGTGCAACAATTG 
ACTAGAGATTATTTGAACGATCCTATTCAAGTCACCATTGGTTCATTGGAATTGGCTGCTTCTCATACT 
ATTACTCAATTGGTTGAAGTCATTGATGAATTTTCCAAGAGAGATAGATTAGTAAAACATTTGGAATCC 
GCTTTAAATGAAAAAGATAACAAAATATTGGTTTTTGCTTCTACTAAAAGAACTTGTGATGAAATCACC 
ACTTATTTAAGATCAGATGGTTGGCCAGCATTAGCCATTCATGGTGATAAAGAGCAAAATGAAAGAGAT 
TGGGTTTTAGATGAATTCAGAAAGGGTAAAACTTCTATTATGGTTGCAACTGACGTTGCTGCTAGAGGT 
ATTGGTATGTATAATTTTTAA 
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YNL112W_homolog 443aa(SEQ ID NO 454) 

MSYNNGGYNNRNGGSYGGGYGGGGSRGGRDGYSGGGRGGGYGGGDRDQGGYRGGRFSGGGRGGGRFNDA 
PRQELTAPQWDLEQLPKFEKNFYSEHPDVAARSDRDIEQFRKENEMTVKGHDIPHPITTFDEAGFPDYV 
LQEVKDQGFPKPTPIQCQGWPMALSGRDMIGIAATGSGKTLSYCLPSIVHINAQPQLQYGDGPIVLVLA 
PTRELAVQIQTECSKFGKSSRIRNTCVYGGAPKGPQIRDLARGVEICIATPGRLIDMLEAGKTNLKRVT 
YLVLDEADRMLDMGFEPQIRKIVDQIRPDRQTLMWSATWPKEVQQLTRDYLNDPIQVTIGSLELAASHT 
ITQLVEVIDEFSKRDRLVKHLESALNEKDNKILVFASTKRTCDEITTYLRSDGWPALAIHGDKEQNERD 
WVLDEFRKGKT S IMVATDVAARG IGMYNF 

YOL151W_homolog 1032bp public: 1..1032<SEQ ID NO 455) 

ATGTCAAC7VCCAATTACTGTTATTGTTTCTGGAGCCACAGGATTTATTGCTCAACACGTTGTTAAACAA 
TTATTAGCTAAAAACTATCAAGTCATTGGTACAGTTAGATCAACAGCCAAAGGTGATCATTTATTAAAA 
TTATTCAACAATCCACAAAACTTATCTTATGAAATTGTTGAAGATGTTGGAACTAAAGGTGCCTTTGAT 
AAAGTATTACAAAAACATGGAGAAGCAAAAGTGTTCTTACATTTAGCTTCACCATTCCATTTTAATGTG 
ACTGATGTTGAAAAAGAATTGTTATTGCCTGCTGTTGATGGTACTAAAAATGTATTACAAGCAATTTAT 
AATTTTGGTAACAATATTGAAAAAGTGGTTATCACTTCATCTTATGCTGCCATTAGTACCGCTTCTAAA 
GAAGCTGATAAAAATGCAATTATTACAGAAAAGGATTGGAATGAAATCAGTTGGCAAGATGCTTTACTT 
AATCCAGTTAATGGATATCGTGGATCCAAAAAATTTGCTGAAAAAGCTGCTTGGGATTTTATAAAATCT 
AATGATAATGTTAAATTTTCATTGTCGACAATTAATCCATCATTTGTATTTGGTCCACAATCATTTGGT 
TCAGAAATCAAACAAAGTTTAAACACTTCTAGTGAAATCATT 

GATTCAATTCCTGCGTCAAAAGGAGGTTGGGTTGATGTAAGAGATGTTGCCAAAGCTCATATCATTGCC 

TTTGAAAATGAGGATGCCAAAAATCAAAGAATATTGTTGAATTCAGGTAGATTTACATCTCAATCACTT 

GTTGATATTATTAATGATAAATTTCCAGATTTGAAAGGGAAAATACCAGTTGATGAACCAGGTTCAGAT 

AAATCTGTTATTGCTGAAAGTTTGGCTACTATTGATGATACGAAATCTCGTGAATTATTAGGA 

TATTATAACCTTGAACAATCAGTTTATGATACTGTTGAACAAATTGTTAATGCTCATAAGTTGTAA 



YOL151W_homolog 343aa(SEQ ID NO 456) 

MSTPITVIVSGATGFIAQHVVKQLLAKNYQVIGTVRSTAKGDHLLKLFNNPQNLSYEIVEDVGTKGAFD 

KVLQKHGEAKVFLHLASPFHFNVTDVEKELLLPAVDGTKNVLQAIYNFGNNIEKWITSSY^ 

EADKNAIITEKDVmEISWQDALLNPVNGYRGSKKFAEKAAWDFIKSNDNVKFSLSTINPSFVFGPQSFG 

SEIKQSLNTSSEIINSILKLKPNDSIPASKGGWVDVRDVAKAHIIAFENEDAKNQRILLNSGRFTSQSL 

VDIINDKFPDLKGKIPVDEPGSDKSVIAESLATIDDTKSRELLGFEYYNLEQSVYDTVEQIVNAHKL 

YOR286W_homolog 546bp public: 1..546(SEQ ID NO 457) 

ATGTTTGCATTTAAAAAATCTACTACTTCAATTCTCAAAACAGTGGTCGCCCCAACATCATCTCGTTAT 
TTATCCACCGTCACATTAAGATCAATCCCAAGAACATTCCATAATGCCACTAAAGTTTCATTATTCAAT 
GGATTAAGAACTACACCAAGATTTTATAGTGTATTGACTGAATCTCCAGAGGCAAAAGTATATAAATAT 
GCCGATGTTAAGGATGTGGCCGTACACCCTGAAAACCACCCTGATTCTGTTTTAGTGGATGTTAGAGAA 
CCAACTGAATTTGGAGATGGTCATATACCAGGAGCTTTGAATATTCCATTTAAAAGTAGTCCCGGCGCA 
TTGGATTTGTCAGAAGAAGATTTCCAAGAACATTTTGGATTTCCTAAACCAAGTACTGATAAAGAATTG 
ATTTTCTATTGTCTTGGAGGTGTTAGATCTACTGCAGCTGAAGAATTGGCCAATACTTTTGGTTATAAG 
AAAAGAGGAAATTATCTTGGAAGTTGGGAAGATTGGGTAAAACATGAAAATAAAAAGAACTAA 

YOR286W_homolog 181aa(SEQ ID NO 458) 

MFAFKKSTTSILKTWAPTSSRYLSTVTLRSIPRTFHNATKVSLFNGLRTTPRFYSVLTESPEAKVYKY 
ADVKDVAVHPENHPDSVLVDVREPTEFGDGHIPGALNIPFKSSPGALDLSEEDFQEHFGFPKPSTDKEL 
IFYCLGGVRSTAAEELANTFGYKKRGNYLGSWEDWVKHENKKN 

YPL078C_homolog 702bp public: 1..702(SEQ ID NO 459) 

ATGTCCATGATCAACAGAATTGCATTGAGAAGTGCTCGCCCAGCCATGGGAATGGCTTTCCGTCCAGCC 
CCAATTGGTTTGAGATACTTGTCTGCTCCAGCTGACCCAAAACAAAAGGCCAATTCCATCATTGATGCA 
TTACCAGGTAACAACTTATTATCTAAGACTGGTGTTTTGGCTACTTCAGCCGCTGCTGCCATCTATGGT 
ATTTCCAATGGATTATTTATTATACACGATGAAACCATTTTGCTTGTCACTTTTGCAAGTTTCACAGCT 
TTGGTCGCCAAATTCGTTGCTCCTTTATACACTGAATGGGCCGATGGTGAAATCAAAAAAGTCAACGAT 
ATATTGAATCAATCTAGAACTAACCATATCGAAGCCGTTAACAAGAGAATTGAAACCGTTTCAGAATTA 
AAAAACGTTGTTGCAACCACTGAAGATTTGTTTGCTTTATCTAAAGAAACCGCTCAATTCGAAGCTGAT 
TCATTTGAATTAAAACAAAAATTGGCTGTTTCTCACGAAGCTAAATCTGTTTTGGACTCTTGGGTTAGA 
TTTGAACAACAACAAAGACAATTGGAACAAGAACAATTGGCCAAAGAAGTCATTGATAAAGTTGACAAA 
GAAATTGCTAATCCAAAATTCCAAGACAAAGTATTGGCTGAATCTCTTAACGAAATCGAAAAATTGTTT 
GCTAAAAACTAG 
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YPL078C_homolog 233aa(SEQ ID NO 460) 

MSMINRIALRSARPAMGMAFRPAPIGLRYLSAPADPKQKANSIIDALPGNNLLSKTGVLATSAAAAIYG 
ISNGLFIIHDETILLVTFASFTALVAKFVAPLYTEWADGEIKKVNDILNQSRTNHIEAVNKRIETVSEL 
KNWATTEDLFALSKETAQFEADSFELKQKLAVSHEAKSVLDSWVRFEQQQRQLEQEQLAKEVIDKVDK 
EIANPKFQDKVLAESLNEIEKLFAKN 

YPL085W_homolog 2490bp public: 1..2490{SEQ ID NO 461) 

ATGTTGTCCTTAAAGTTGAAACATGCATTGACTTTAGCTGATTATGGATTGATCAATGAATCACAGAGA 
TATATTGATCATATTAATTCTAGTATCAAGACATTGGGTAACAAATCACCTTTTGTCACGCCTAATTTG 
CTTCATGAGTTTCAGAATTTGATTATGAGAATCACTGAAGTTGGATCTGGAGATGATCAAAACAACTGG 
TTTTCCGGTAAGATTAGTCGAGTCAATCTTGATAAGATCTGGGGACAAATTGATAAATTTATTGTTGGT 
GGAGATGAACTGAAAAATGGTAACAATAACGATGGTAATGGAACTGGCAATGGAAGTGGTAGTGTTTTC 
AATAAATTTAGCCCTTCCGTGTCGAGAAATGCATCAAGTGTGAATTTACACAATTATGTACAACCTTCA 
ATGATT AGGC AACCATC ACATTTACC ATATC AACC AC AAC AAC AAC CGC AAC CGCAACAGCAATTATTG 
GATCAAGTTCACATTGAAAGAAAACCTACAACTGGATTCACTCCGCAACCACCACCATTAGTTGGTCAT 
CCATCAACGACATCAGTTAATAAATATTCTCCAAGTATTAAATCGAGTCCTCGTCAAGCACAACTGAAT 
AAGTTTGAAAAATATGCCCCAAGCAACAATTCATCTCATCATAATCTTAGTCTTGTTGAAGAAAGGTCA 
GCTGTTACTAGTGCTGATGGTCCTGAATACCCTCACCACCAACACCAACAGAGTATCAATGCGTCAACA 
GTTCCCGTGCCACTTCCACCACCAACACCACCGGTAAGCATGCCACAACATGTATCTAGGTCTCCACGT 
AGCCATCAACTGCACCAACCACCAACATTACCACCACTGCATTCACATCATGTTCAACAACCATCTAGA 
GATCGGTCACCATTAGCGACACGAATCTACCCTTATAGCAATAGTGTTGGCGGACAAATTTCTACTACG 
TCAGTGGGTTCTATTCCTAGTCAAATACCACTTGGTCGACAGACTCATGGGAAACAACCTTCTATTTCA 
AGTGTAATTTCTGGAGATAGTATTGCAGCAGTTGGTTTAGGAGAACAAGAGAATGTTTTACCCCCATCA 
ACCGGACAAACAGGGAAAACAGCTACAAGTGAAGTGAATAGAAATGAGGAAGGTTATGGATTTGGGGGT 
CACTATCATCATGATCAACCTGAAACTATAACGGAATCTCCAGAATTAAGAGGCTTACAACAACCACAG 
TCCAGTGAAGCAGAAATTAGTAAAGACATTTCAAATGATGTAGCATTGGATAGTGCTAAGATACCAGAA 
GCTTCACAGGAACCAGAAGAAGAAACGGACGAATCAGGTAATGTGGCAGCTGCTCCACCACCTCTACCT 
GCTCCAGTTGCACCTCCTAGAAAAACAAAATCTTCTAGATCTAATCCATATGCTCCATCTACAGATATT 
GGTGCTATCAGTAATGCACCATCAGCAATAGGACAAACACCTAGTGGGAAACCAAGTGTGAGAAAATCA 
GGATCAAGAACTAACAGATATGGACCACCACCAGGAGTTGGTAATAAACT^ACCAACTATTGATGTTTCG 
CCACCTTCTGCTACTAATAATACTGGTAATGAAGATTCCATTAGTATGTTTTCCTATGGTGCCTATCAA 
AATGAGTCTAGTCCTCCACTCAAGCAACCGTCACAATTTGATCAGACTGCAGTTGCATCTGCCCCTGCT 
CCACATCCATTACAACCACAATTGGCGGTTCCAGAAAGAGTTCCAACTAAAAATGTCGCCAATATTGAT 
GATAGTTTTGATGAAAATAGTTTAGCAGCTGATACATTAACAACTTACAATAATAATATGGTAAATAAA 
C C ATATGGACTGTCACCAATGGGACCAACTGTTGC AACT AATGGAC CTGGATCAGTTACTCTGAC ACCT 
TTGATTTTAAATCAAGGTTCTGCAAATATGAAATTATCAAATCTCAGTACTATTAGTGTCACTGGAACT 
GGAGCCGGAACTGTTACTGGGACTGGTGGAGCATTCGATGGATTTCCTATACCAGGATCACCTGATGAA 
ACTACTCGACCAAATTCTATATTTGGTGGTCATACTAGAGGATTATTTTCTTCAAGATTATCAGAATCA 
CAAAGTGTATTATATCAACAATATGCAATTGCTGATGATACAGTTGGTGATTATATTCCTATTATGGAA 
GAAGATGATGAAGATGATGAAGATGAACAAGCTAAGCAACAGAAACAAAAAGAAAAAGAGGCACAAGAA 
CAAGAATTGAAGAGAAAGCAGGAACAACAACAACAAAAAGCTGCAGCAAAGAATAACAACAATAGTGGC 
GGTGGTGGTGGCAAATTCTTTAGCTTATTCGGTGGTGGTGGTAATAATAAGAAACAAGATAATGATGCT 

AAAGTTTATAAAGCTCATTTAGGACAAAAGAATACTTTTGTTTATGATGAAAAATTGAAACGTTGGATA 
GATTAA 

YPL085W_homolog 829aa(SEQ ID NO 462) 

MLSLKLKHALTLADYGLINESQRYIDHINSSIKTLGNKSPFVTPNLLHEFQNLIMRITEVGSGDDQ^3NW 
FSGKISRVNLDKIWGQIDKFIVGGDESKNGNNNDGNGTGNGSGSVFNKFSPSVSRNASSVNLHNYVQPS 
MIRQPSHLPYQPQQQPQPQQQLLDQVHIERKPTTGFTPQPPPLVGHPSTTSVNKYSPSIKSSPRQAQSN 
KFEKYAPSNNSSHHNLSLVEERSAVTSADGPEYPHHQHQQSINASTVPVPLPPPTPPVSMPQHVSRSPR 
SHQSHQPPTLPPSHSHHVQQPSRDRSPLATRIYPYSNSVGGQISTTSVGSIPSQIPLGRQTHGKQPSIS 
SVISGDSIAAVGLGEQENVLPPSTGQTGKTATSEVNRNEEGYGFGGHYHHDQPETITESPELRGLQQPQ 
SSEAEISKDISNDVALDSAKIPEASQEPEEETDESGNVAAAPPPLPAPVAPPRKTKSSRSNPYAPSTDI 
GAISNAPSAIGQTPSGKPSVRKSGSRTNRYGPPPGVGNKQPTIDVSPPSATNNTGNEDSISMFSYGAYQ 
NESSPPLKQPSQFDQTAVASAPAPHPLQPQLAVPERVPTKNVANIDDSFDENSLAADTLTTYNNNMVNK 
P YGS S PMG PTVATNGPGS VTSTPL I LNQGS ANMKLSNLSTI SVTGTG AGTVTGTGGAFDGF PI PG S PDE 
TTRPNSIFGGHTRGLFSSRLSESQSVLYQQYAIADDTVGDYIPIMEEDDEDDEDEQAKQQKQKEKEAQE 
QELKRKQEQQQQKAAAKNNNNSGGGGGKFFSLFGGGGNNKKQDNDAKVYKAHLGQKNTFW 
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YPL190C_homolog 396bp public: 1..396(SEQ ID NO 463) 

ATGCCAAGTACAAAAAGATCATCATCTACTGAATACTCCCATAAAGACTCTAAAAAGAAAGTCAAACTA 
GATTATGTAAATCTCAAACCATCACAAACGTTATATGTCAAAAATCTAAATACCAAAATCAATAAGAAA 
ATTTTATTGCATAATTTGTACCTATTATTTTCTGCATTTGGAGATATCATTTCTATAAATCTACAGAAT 
GGTTTTGCCTTTATAATATTTAGTAATTTAAATCTGGCTACATTGGCGTTGAGAAATTTGAAAAATCAA 
GATTTTTTTGACAAACCACTTGTATTAAATTATGCTGTCAAGGAATCTAAAGCTATTTCTCAGGAGAAA 
CAAAAACTACAAGATGAAAATGATGAAGAAGTGATGCCACTGTATGAATAA 

YPL190C_homolog 131aa(SEQ ID NO 464) 

MPSTKRSSSTEYSHKDSKKKVKLDYWLKPSQTLYVKNI^fTKINKKILLHNLYLLFSAFGDIISINLQN 
GFAFI I F SNLNS ATLALi^LKNQDFFDKPLVLN YAVKESKAI SQEKQKLQDENDEEVMP S YE 

YBRll2C_homolog 3243bp public: 1..3243(SEQ ID NO 465) 

ATGTATGCGACAGCCCATACAATTAAACAACAACAACAACAACAACAACAACATCCACCACCACCTTTA 
AACGGTGGACTACATGCAAGTGGGGCTCCTCCAAATTCCCATGAAGCAGCAGCTATTGCTCAGCAACAA 
CAACAACAGCAGCAACACCACAATGGTCCTGGTATGATTGTTGCCGCAGCTGCAGCTTCTGCTAACCAA 
CAAGCTGTCCAAGCCAGAGCCCAACAACAACAACAGCAGCAACAACAGCGATTACCTAGTTCAGCTGCT 
CTTAATGAAACTACAGTATCAACTTGGTTAGCCATTGGTTCATTAGCCGAGAGTTTAGGTGACATTGAA 
CGTGCGACAGCTTCTTACAATTCCGCTTTGAGACATTCACCAAATAACCCAGATATTTTAGTCAAAATA 
GCAAATACATACCGTTCAAAAGATCAGTTTCTTAAGGCTGCTGAATTGTATGAACAAGCTCTTAATTTC 
CATGTTGAGAATGGTGAAACTTGGGGATTATTGGGTCATTGTTACTTGATGTTGGATAATTTGCAAAGA 
GCTTATGCTGCTTATCAACGTGCATTGTTTTACTTGGAAAACCCTAACGTTCCAAAATTGTGGCACGGA 
ATTGGTATTTTATATGACAGATATGGCTCATTAGAATATGCTGAAGAAGCCTTTGTGAGAGTTTTGGAT 
TTGGATCCAAATTTCGACAAGGCTAATGAAATTTATTTCCGTTTAGGGATCATTTATAAGCATCAAGGT 
AAACTACAACCAGCATTAGAATGTTTCCAATACATTTTGAATAATCCACCACACCCATTAACTCAACCA 
GATGTTTGGTTTCAAATTGGTTCAGTGTATGAACAACAAAAGGATTGGAATGGTGCTAAGGATGCTTAT 
GAAAAAGTGTTACAGATTAATCCTCATCACGCTAAAGTTTTGCAACAATTGGGATGTCTTTATTCCCAA 
GCAGAATCAAATCCATCAACACCAGCTAATGGTGCTGCACCACCACATAAGCCATTCCAACAAGATTTG 
ACCATTGCTTTAAAATATTTGAAACAATCTTTGGAAGTTGATCAAAGTGATGCTCATTCATGGTACTAT 
TTGGGTAGAGTAGAAATGATTAGAGGTGATTTCACTGCTGCTTATGAAGCTTTCCAACAAGCTGTCAAT 
CGAGATGCAAGAAACCCAACTTTCTGGTGTTCAATTGGTGTTTTGTACTATCAAATAAGCCAATATCGT 
GATGCATTGGATGCTTATACCAGAGCCATTAGATTAAATCCTTATATCAGTGAAGTATGGTATGATTTG 
GGGACTTTGTATGAGACTTGTAATAATCAAATTAGTGATGCATTGGATGCATATAGACAAGCAGAAAGA 
TTGGATCCAAATAATCCTCATATAAAGGCAAGATTAGAACAATTGACAAAGTATCAACAAGAAGGTAAT 
ACTCACCCACCTCAACCACCGCCAAGTTCTCAACAACCTAGATTACCTCAAGGAATGGTTTTGGAAAGT 
ACTCAACAACAACAGCAACAACAACCACCACCACCTCCACAACAACAACAACAACAACTTCAACACCAA 
CTGCAACTGCAACCTCAACCACAGCAACCACCTCAAACCCAATCACAACCACTGTTACTTCAACACCAA 
TCTTCATTGCCTCCTCAACAAATCCAACCATTACATCAACAAGCTGCAAAGCCTTTAGTGAATCAACAA 
CAAAGTCCACCACCACCTCACTTGATGAACTTGGGACAACCGGGGCAACAACCACAACAATTGCCACCA 
CATCTTCCACCACATACCCAGCAACCTTCTCAAATTCAAGAAAAGCCTCCAACTCAAGAACAACCACAT 
TATCAACCACCTCCACCTCCACAACATCAACAGCAATCGCAATCGCAACCGCAACCTCCACACCAACCT 
CAACACACTCAAAATCAACTGCCTCAATTAGCTCAATTGCCACCACACCATTCTAATCCTCCAGCTAAG 
CCACATGGTGCACCTCAACAAAGAACTGGTTTACCGGATTTATTACACAACTCTGCTAATATCATATCA 
GCTCCATCACAAGTACCTCAACCACAACAACAATATCAACAACCACATATTGCACCTGTTAGACAAGAA 
CAAGTTAACCATGTTCCTTCAATTTATCTGGCTCCTAGACCAACTGAGACAACACTTCCTCAAATCAAC 
AACCCAAATGAGTCAACCACAACACAAGTTCCACAACTCAAAAAGGAGGAACCTAAACCAGAGGCTACT 
GTTTCTGCTCCAGTTCCTGAGGCTATTAAAGTTCAAGATCAAGTGACAATCCAGGAGTCAGCACCAGCA 
GCAGCAGCAGCAGTGTCAGCACCAGCTTCTGCTCCAGTTGGTGATATAAAAACAGATACTGTATCTACT 
ACTACACCTGCTACTTCAACCACTGCAGATGCTGTGCCAGTATCTGTGTCTCAAGTTGGTGAAGCACCA 
AATGTTGTTCAAGAGAAGAAAGTTCCGGACACCGAGCAGATCGTTTCACAAGTTGAAAAACCCGTGGAG 
TCACAACCAGAAGTTACACCAGCTCCAACACCAGCTCCAGCTCTTGCAACAGCACCAACTGAACCTGCA 
CCTACTGATAAGGACGTTGTAATGGCTCCAAGTAAAAGTGCAACACCTGTTCCTCAAAGTATTGTGGAA 
CAGAACACCAGAGTATCTGAAGCTACAAAGGCACCAGAATCCAATGGTAAACATGATTTAGAAGACAAG 
AATGATGAAGAAAAAATTTT7VAAGAGGCCAACTGTTGAAACGACTACTGAATCTGTACCAGTTAACCAA 
CCTGTTGAGAAAGAAAATGAAAAAGTTGAGGTACCACCGCCACTGGAACAACCAAGTTCAGAAAAGAGA 
GAAAAAGAAGTCAACGGATCAATTAAGAAACCATTGGAAAATGAAAGTAAGGTTGATATTCCTCAATTC 
TCATCAAATATCACAGCTCAAAATGAAGAAGCAAAATCTGGAGAAGAAACTAAAAAAGATACAACCAAG 
ACAAGTCCAGCAAAACAAGGGGAAGTTAAGGAAGTAATACCATCATCTACAGAAACTGTATCAAAACCA 
GATGTTGAAAAAGACAATAAAGAGAAAGACAAAGATGAAGATGAAGTGATGGCTGATGAAGATGACGTC 
AAAAAAGATGAAAATCCAGAACCTCCAATGAGAAAGATTGAAGAAGATGAAAATTATGATGATGAATAG 
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YBR112C_homolog 1080aa(SEQ ID NO 466) 

MYATAHTIKQQQQQQQQHPPPPLNGGLHASGAPPNSHEAAAIAQQQQQQQQHHNGPGMIVAAAAASANQ 
QAVQARAQQQQQQQQQRLPSSAALNETTVSTWLAIGSLAESLGDIERATASYNSALRHSPNNPDILVKI 
ANTYRSKDQFLKAAELYEQALNFHVENGETWGLLGHCYLMLDNLQRAYAAYQRALFYLENPNVPKLWHG 
IGILYDRYGSLEYAEEAFVRVLDLDPNFDKANEIYFRLGIIYKHQGKLQPALECFQYILNNPPHPLTQP 
DVWQIGSVYEQQKDV^GAKDAYEKVLQINPHHAKVLQQLGCLYSQAESNPSTPANGAAPPHKPFQQDL 
TIALKYLKQSLEVDQSDAHSWYYLGRVEMIRGDFTAAYEAFQQAVNRDARNPTFWCSIGVLYYQISQYR 
DALDAYTRAIRI^PYISEVWYDLGTLYETCNNQISDALDAYRQAERLDPNNPHIKARLEQLTKYQQEGN 
THPPQPPPSSQQPRLPQGMVLESTQQQQQQQPPPPPQQQQQQLQHQSQSQPQPQQPPQTQSQPSLLQHQ 
SSLPPQQIQPLHQQAAKPLVNQQQSPPPPHLMNLGQPGQQPQQLPPHLPPHTQQPSQIQEKPPTQEQPH 
YQPPPPPQHQQQSQSQPQPPHQPQHTQNQSPQLAQLPPHHSNPPAKPHGAPQQRTGLPDLLHNSANIIS 
APSQVPQPQQQYQQPHIAPVRQEQVNHVPSIYSAPRPTETTLPQINNPNESTTTQVPQLKKEEPKPEAT 
VSAPVPEAI KVQDQVTI QESAPAAAAAVS APASAPVGDI KTDTVSTTTPATSTTADAVPVS VSQVGEAP 
I^QEKKVPDTEQIVSQVEKPVESQPEVTPAPTPAPALATAPTEPAPTDKDVVMAPSKSATPVPQSIVE 
QNTRVSEATKAPESNGKHDLEDKNDEEKILKRPTVETTTESVPVNQPVEKENEKVEVPPPSEQPSSEKR 
EKEVNGSIKKPLENESKVDIPQFSSNITAQNEEAKSGEETKKDTTKTSPAKQGEVKEVIPSSTETVSKP 
DVEKDNKEKDKDEDEVMADEDDVKKDENPEPPMRKIEEDENYDDE 

YDR145W_homolog 1536bp public: 1..1536(SEQ ID NO 467) 

ATGGAAAGGTTCAATCAAATTAGACAAAAACTCACTGAAGTTCAAAGGAGGGTTCAGTTGTTGGAACAA 
ACAAAGAAAACAGGAAATGTTACTCCAGAGCAAATTCAACAGATTGATAAAGAAATAATTGAATGCAAG 
GCAAAGTTCCAACAGTATCAA/^AAGTAGGGATTTATATTAGAAATCAGTTGGTTCTTCAAGCTAAAGCA 
CAACAACAGAGACAATTGCAACAGCGACAGCAACAACAGCAACAGCAACAGCAACAGAATAACAATCTA 
AAATCAGCTCAGAACCAGAACCAGAATCAAAACCAAAACCAAAACCAAAACCAAAACCAAAACCAAAAC 
CAAATACAAGGAGTGCAATCTGCTGGACAAACACCTCAGCAACAGAGCTTTTCGCCACAGTTGCAGGCT 
GTACAACAACAACAATTTATGGGCAACCTGCAACAACAACAGCAGCAGCAACAACAACAACTTAGAAAT 
GCGAATAAAAGTGCACTTCAAGGTCAAGCTCCTTCACAGGCGCCAACTCCTTTACCTGTTCGGCCAACA 
CCTCAGAGTCAACCTACAGCACAAGCGGGTGTTGCTTCACAGGCAGCTACACCAGGATTTCGAGCTTCT 
CAACCCACACCATCGCAAACTTCGAGAACTGGATCAGCTCTACAACAAAGGGCACCAAGTCGACAGGCA 
TCTTCTACACCGCAATCTCAATTCCAACCACCATTACCACTGGAGAGTCGACATCCTTCTGCAACTACA 
TCAGAAAAGCCACTTCCCCAACAACCTGGAAGCGGAACAGCGAAGAGTCCTAGTGTTGCTGCTACTCCT 
GCTCAGAATAATGGCACTGTAACTGCCCGGTCTGCATCACCTGTTGCAACTACTACAGATAGTGCTACA 
ACTGGACGCTCAGGAACTCCCCAACAACAATCAAGGTCACGATCTGGATCATCGTTGAATTTGGCTGGC 
ATTACACGTCAGTCTGTCCCATCATTGCCAATTTCGAGTTCTATTAATGTAAAACAGCCCACAATCACC 
ACATTTAATAGTATCAATGATACGAGACCCAGTTTGACGGGAGGAGCTGCCAATCCTATGAGTATTTTA 
TTAGATACACCAGCGATCACAAAATTGCCTACTTTTGATATCGAAGGAGACACTGGTGTCATTGATTCT 
AGTACCAGTGGACGAGTTTTAAATAAACGAAAATTAGGTGATTTGATAAATACAATAGGTGTTGATGAA 
GGGGATGGTAAGACCAGTATTGATGGGAATGTGGAGGAATTTTTGTTGGATTTGGCTGATGAATTTATT 
CATTCAGTGACAAGTTTTGCTTGTCGGTTAGCAAAACATAGAAAGGTGGATAGTATAGAGGCAAGAGAT 
GTTCAACTACATTTGGATAAGAATTGGAATATCAAGATTCCTGGTTATGCAATGGATGAGATTCGAAAC 
ACAAGAAAAATACAACCTAGTAATAGTTATAGTCAGAAAGTACAAGGTGTCGAAGTTTCGAAAGCTGTG 
AATGATGATAATGCTTAA 

YDR145W_homolog 511aa(SEQ ID NO 468) 

MERFNQIRQKLTEVQRRVQLLEQTKKTGNVTPEQIQQIDKEIIECKAKFQQYQKVGIYIRNQLVLQAKA 

QQQRQLQQRQQQQQQQQQQNNNLKSAQNQNQNQNQNQNQNQNQNQNQIQGVQSAGQTPQQQSFSPQLQA 

VQQQQFMGNSQQQQQQQQQQLRNANKSALQGQAPSQAPTPLPVRPTPQSQPTAQAGVASQAATPGFRAS 

QPTPSQTSRTGSALQQRAPSRQASSTPQSQFQPPLPSESRHPSATTSEKPLPQQPGSGTAKSPSVAATP 

AQNNGTVTARSASPVATTTDSATTGRSGTPQQQSRSRSGSSLNLAGITRQSVPSLPISSSINVKQPTIT 

TFNSINDTRPSLTGGAANPMSILLDTPAITKLPTFDIEGDTGVIDSSTSGRVLNKRKLGDLINTIGVDE 

GIXjKTSIDGIWEEFLLDLADEFIHSVTSFACRLAKHR 

TRKIQPSNSYSQKVQGVEVSKAVNDDNA 

YDR154C_homolog' 333bp public: 1..333(SEQ ID NO 469) 

ATGATGTCGTTCCAAAGACTGCTGAAAATTTCAGAGCTTTATGTACTGGTGAAAAAGGTTTTGGTTACA 
AAGGTTCTATTTTCCACAGAGTCATCCCACAATTCATGCTTCAAGGTGGTGATTTCACCAACTTTAACG 
GTACTGGTGGTAAAAGTATTTACGGTACCAAATTTGCTGATG7VAAACTTTGTCAAGAGACATGACAGAC 
CAGGTTTGTTGTCTATGGCCAATGCTGGTCCAAACACCAATGGTTCCCAATTCTTCATTACCACCGTTC 
CATGCCCATGGTTGGATGGTAAACACGTTGTTTTCGGTGAAGTCACTGATGGTTTAG 

YDR154C_homolog 110aa(SEQ ID NO 470) 

MMSFQRSSKISELWSVKKVLVTKVLFSTESSHNSCFKW 

QVCCLWPMSVQTPMVPNSSLPPFHAHGWMVNTLFSVKSSMV 



WO 02/064766 



PCT/EP01/15398 



148/251 

YDR216W_homolog 4257bp public: 1..4257(SEQ ID NO 471) 

ATGATTTCACCAACTCACCAGAGTCAATACCTTAATTATTTTGTCAACCCAGTTTTAATGACTGAGTCC 

GGAGATATTATTGATAGTGTCACTGGTACAACAACAACGACAGCAAACATGTCAAATACAACAATAGAT 

GCGCCTACTCCCGCCTCGACTACCAAGAATTATAAGCACAAAAAACAGAATACCAATACTGGAACATCC 

ATGTCGCCAAGTAATTCAATAAATTCAACAAACAACAATGCAGCAGCAGCAGCAGCGACAACAACAACG 

TCAAAAAAGTCCAAAGACATCCCATTAGAGTTGACTGCATTTGGTACAACCCCCTCTGGGAAACCACGT 

TTATTTGTTTGTCAAGTCTGTACAAGAGCATTTGCTAGGTTAGAACATCTACGTAGACATGAAAGATCA 

CACACAAAGGAAAAACCATTTAGTTGTGGTGTTTGTCAACGGAAGTTTAGTCGTCGAGATTTATTGC 

AGACATGCACAGAAATTACACGCTGGCTGTACTGATGCAATAACAAGATTAAGAAGAAAATCAATTAAG 

AAATCTCAGGATGGGGACGATGATGATGACGATGATGACGACGATGAAGAAATGGCAAATTCTGAAGAC 

GAAAACGATCATGATGAATCGGGCAATGCAAGCACAAAGAATGGTAAAAAGGATAAAAAAGATCCACCA 

CCGGAGTTCAATTTAAATTTATTCAATCTGAAACAAAAGCCAACTAAAGCGAACACGACAAAGTCAAAA 

GTGGCTAAATTATCAACAACGACATCAAGGAAAAATTCAACCAATCCTACGAGAAAAAACTCCAGCTCT 

TTGCACAAGCAGGTTCTTGATCAACGTCAAAAGGCTGCCGTTAATACAAAAATTGTATCAAGTACCAAA 

ATTGTATCAGGTACCAATAGTGGAGTGTCGATAACTCCAACAAGGTCTAGAAGAGGTGCATCATTTTCT 

GCTCAATCGGGTGCCAACTATGCCATCAACATACCTGAGTTTAATGATATATATCCACAATCTGATAAT 

GTTGAATTTTCAACCCC TCAATTCTTACC ATCTTCATTGGATAATGAAATGAC GTGGCTAAATAATATT 

CCAAACATTCCCGGATTGTCTGATTCTGTGTCGGCTGCAAACTTGATGCGTCAGAATTCCATAACAAAT 

TC AGC AGATC ATGTAAC AC CTC C AGTAAACGTGAGTCAGC ATGGGTC ATTTTCTC ATC AATC AAC ATTT 

TC AGCTAC CGATATGGGAC AAAC AAGATCCGAAAGTGTAAAC AGTTT AAAC ACTC C ATTTGATGGTTCC 

TACATGATGCCAACGGTAACAATAAGCAATCAAGAAATCCAAAATGGTGTTGCTGCTCATCATCATCAT 

C AAC AACAAC AGC AGCACC AGCAGC ACAATC ATCAAC ATC AAC CAAATCAGTCTCTGCTCGGGTTATCG 

AGAAATGACATGTTAAGTGAAGATCACTATGGCTATTCATTTTATGATATCCCGGAGAATATTCTCAAT 

TTCCCAATGGATTCTATATCAACAACTTCAAATGCAATGTCTTCGGGCCCAATTCAAAACTTTAAACCA 

TTATCGCCTATCACACAAGAAATTGAACATGAGATTACTCCAAGAATTGATGGAAGAATTGGGGATTTC 

CAAAATAACAACAATACCAATGATAATCCGATTCACCAAAATATCAATTATGACTTGAACTTTCTTCAT 

ACTATTGATGATATAGGACAAGATGTTATTTCTAAATTTATGCCAGGAGGTTACTCGTTTTATGGAGAC 

AATAATGTGTCGGCAACTTCTTCAGCTAATGACTACAACTCACCGAACAATATTGTTTCACCGAGCCAA 

CAAAACAATCAATTTGCTCTTCACAACCAGTCGTCACATCCTAGTGGTGCTTCACCACATTTAAACCAA 

GCAATGATGAATAAAATGAGGTTGCATAACTATTCTAGCAACAAATTATTCACTAATCATATAAGACAC 

ATGATAAATAAGGCATTGGGTAAATACCCCATAAGCGGCATAATGACACCTACTATACCCTCAAATGAG 

AAACTAGAGTTTTATTTGAGTGTTTTCATTCAATCATTTTTGGCACACCTCCCATTTATACATCCTTCT 

AAATTGAATGAATATGAAATTATGGCCATGACTGGTAATGAAGATATAAACAATGAAAGTGCTAGAGTT 

TGTTTGCCATTATTAACAGCGACCATGGGGGCCTTGTTGGCCAATAACAAAAACGATGCTGAACATCTT 

TATGAAGCCTCACGAAGAACAATACACATTTATCTAGAGAGTAGAAAAACAAATTCTACTAACGACAAG 

AATTACAAGAATGGTAAGGATAAAAGCTCATCCGGTAATCCATTATGGTTACTTCAATCACTAATGTTG 

TCTGTTCTTTACGGATTATTTTCAGATAATGAAAATAATGTTTATATTGTTATCCGTCAATTGAACGCC 

TTAAACTCATTAGTTAAGACATCCATAAAAAATAAAGGGCCAATTTTCTTTTCAAACAATGGCGAAGAT 

GAAGAACTTTATAATAAGTTAAATTCTCATGATAATGGTACTTCCTTATTTTCCAATAATTTGAATGAT 

GAAATGCGATACAAAAATAATATAAACATGCAATCTCAAACGAGAATAGTATTTATCATTTATCGGTTG 

ACGAACTTTTTGTTGATGATGTACAATGTACCGTTAACTTTCTCAATCAATGATATTAATCAATTGGCA 

GTCACTTCCAAAGATGAAGAAACTTTATGGAACTTTAAAAATTATCAAGAGTTTCAAGAGTTTTCTCAT 

AAGAATAACAAGACTTTAGATGATTATTTGAATAATAAGAATGAGCCAATAATTTTCCGCGAATTATTG 

TTGACAGTTATCAAATTTGGTATTTCAGATAGTAACATTTCACCAGAGATTGAAAAGAAAGTTACACAC 

CAATTGCAGAATCTTTGTAAATATGGATTCAATTGTTTGGTGCATGGTATATATGAAATCAAACAATAT 

CAAGAGATGAAAGAAGTAGATACATTCAAAGTGTTGGATTATTTAACCAAGTTTTATCCTACAAATGAT 

GG ATTGGGGTTC AATTGCTTTAGATTACCTGC C AATAAAGAC TTGGAAAAGATTGATTATGC CTTATTA 

GTAGATTTTACTAAAATTTCATCGATAATAGATCTTAAATTGCTTAAAGAACAAAGTTGGCTTAAAAAT 

TATCAAGATTTAACTCAAAATTATCATCGTCTTTTGGATGCTCACAGTACTGGGAATCCACTTAATTCA 

ATTAATGATTATGATTATTTGAAACTTGCTGATTGTTGTATTCTGGTACTCAAATTGATATTATTTAAA 

GTTGAGGATTCCAACAGTAATAGTAGAAATCGAAGCAAAAATGATCCAACAAATGAAATCAATAACAAA 

CTCAACAACAACAACAACAATAACAATGATATGAATAATAATAACAGTAATGGTGATCAATTAATTTCT 

GCCTTTGATACTGATTTTGGATATTTGAATATGGATAATAATGGTTATGCCAAAAAAGAAGAATTTTTA 

CGATTCACTGATGATGAGTTGCGATATGATAAAGAAAACACGATGTCATATTTTGATAAACATATTAAA 

CTTGATATATTTGAAGAAGTTGAGAAATCAAGTAATTTGATACAAGCACAAATGTTATTCCATGCATTT 

TCCGTATTATCGATTTTTTCGGTTTATGTTATGCGTAAAAATGATAATAATTCATCACCATTTGCTAAT 

ACTGATTTAATATTTGAATTGAATCATAGATATAGTATGGTTCTTAGATTATTAGAAAGACTTGAAACT 

TTTTTGAAATTGAGATATCAAACATCAGCAGGAGGAGGGGGAGGAGGTGTTAACAATAACAATAACAAC 

GCCTTATCTATAAAATTAGAACAAG7VATTCACAAACTTGTATCTTTACAATGGGAATGTATTATCTTCA 

GATCATAATACAAATACAAATACCACCAATACTATTACTACTACTACTACTACAGACAATGGTACTAAA 

CAAAATCAGCATCATTCACAAGATTTTGGATTAGAAAAGACTTTATATATCTTAAAAATGGGAGAAAAT 

GTTTTGAATTATATTTATCATTTAAATTTAAAAGTTTGCGTATTTAAGAAATTGGGTGATAGTTTATCA 

GAAATTAGAAAATATTTAATTGATAATGAATCTACTTTGAATGGTTAA 
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YDR216W_homolog 1418aa(SEQ ID NO 472) 

MISPTHQSQYLNYFWPVLMTESGDIIDSVTGTTTTTANMSNTTIDAPTPASTTKNYKHKKQNTNTGTS 

MSPSNSINSTNNNAAAAAATTTTSKKSKDIPLELTAFGTTPSGKPRLFVCQVCTRAFARLEHLRRHERS 

HTKEKPFSCGVCQRKFSRRDLLLRHAQKLHAGCTDAITRLRRKSIKKSQDGDDDDDDDDDDEEMANSED 

ENDHDESGNASTKNGKKDKKDPPPEFNI^LFNSKQKPTKANTTKSKVAKLSTTTSRKNSTNPTRKNSSS 

LHKQVLDQRQKAAVNTKIVSSTKIVSGTNSGVSITPTRSRRGASFSAQSGANYAINIPEFNDIYPQSDN 

VEFSTPQFLPSSLDNEMTWI^IPNIPGLSDSVSAANLMRQNSITNSADHVTPPVNVSQHGSFSHQSTF 

SATDMGQTRSESWSLNTPFDGSYMMPTVTISNQEIQNGVAAHHHHQQQQQHQQHNHQHQPNQSSLGLS 

RNDMLSEDHYGYSFYDIPENILNFPMDSISTTSNAMSSGPIQNFKPLSPITQEIEHEITPRIDGRIGDF 

QNNNNTNDNPIHQNINYDLNFLHTIDDIGQDVISKFMPGGYSFYGDNNVS ATS S AND YNS PNNI VSPSQ 

QNNQFALHNQSSHPSGASPHI^QAMMNKMRLHNYSSNKLFTNHIRHMINKALGKYPISGIMTP 

KLEFYLSVFIQSFLAHLPFIHPSKLNEYEIMAMTGNEDINNESARVCLPLLTATMGALLANNKNDAEHL 

YEASRRTIHIYLESRKTNSTNDKNYKNGKDKSSSGNPLWLLQSLMLSVLYGLFSDNENNVYIVIRQLNA 

LNSLVKTSIKNKGPIFFSNNGEDEELYNKLNSHDNGTSLFSNNLNDEMRYKNNINMQSQTRIWI 

TNFLLMMYNVPLTFSINDINQLAWSKDEETLWNFKNYQEFQEFSHKNNKTLDDYL^ 

LTVIKFGISDSNISPEIEKKVTHQLQNLCKYGFNCLVHGIYEIKQYQEMKEOT)TFKVLDYLTKFYPTND 

GLGFNCFRLPANKDLEKI DYALLVDFTKI SSI IDLKLLKEQSWLKNYQDLTQNYHRLLDAHSTGNPLNS 

INDYDYLKLADCCISVLKLILFKVEDSNSNSRfc^SKNDPTN^ 

AFDTDFGYLNl^NNGYAKKEEFLRFTDDELRYDKE^TMSYFDKHIKLDIFEEVEKSSNLIQAQMLFHAF 
SVLSIFSVYVMRKNDNNSSPFAOTDLIFELNHRYSMVLRLLERL^^ 

ALSIKLEQEFTNLYLYNGNVLSSDHNTNTNTTNTITTTTTTDNGTKQNQHHSQDFGLEKTLYILKMGEN 
VLNYIYDLNLKVCVFKKLGDSLSEIRKYLIDNESTLNG 

YDR224C_homolog 393bp public: 1..393(SEQ ID NO 473) 

ATGGCCCCAAAAGCAGAAAAGAAACCAGCTTCCAAAGCTCCAGCTGAAAAGAAACCAGCTGCTAAGAAA 
ACCGCTTCCACCGATGGTGCTAAAAAGAGAACCAAAGCTAGAAAAGAAACTTATTCCTCATATATATAT 
AAAGTTTTGAAACAAACAC ATC CAGAC ACTGGTATCTCC C AAAAGGCC ATGTCAATTATGAATTCGTTT 
GTTAACGATATTTTCGAAAGAATTGCC AC CGAAGC CTCC AAATTAGCTGCTTAC AATAAAAAATCCAC A 
ATTTCCGCTAGAGAAATCCAAACTGCTGTTAGATTAATTTTGCCAGGTGAATTGGCCAAACATGCCGTT 
TCCGAAGGTACCAGAGCCGTCACAAAATACTCATCTGCTTCTAGTTAG 

YDR224C_homolog 130aa(SEQ ID NO 474) 

MAPKAEKKPASKAPAEKKPAAKKTASTDGAKKRTKARKETYSSYIYKVLKQTHPDTGISQKAMSIMNSF 
VNDIFERIATEASKLAAYNKKSTISAREIQTAVRLILPGELAKHAVSEGTRAVTKYSSASS 

YDR342C_homolog 1653bp public: 1..1653(SEQ ID NO 475) 

ATGTCATTAGATAATTCAACAGAAAACCGTGATTTGGAAGAAAAGGAAGAAATTCCAAAGAACGAACAT 
AACGAACAAGGCGAACAAAACGAGAACAATGAGCATATACCTACTTTGGAAGATAAACCATTGAAGGAA 
TATATTGGTATTAGTATTTTGTGTTTCCTTATTGCCTTTGGTGGTTTCGTTTTCGGTTTCGATACTGGT 
ACCATTTCTGGTTTCATTAACATGACTGACTTTTTAGAAAGATTTGGTGGTACTAAAGCTGACGGTACT 
CTTTACTTTTCCAACGTTAGAACTGGTTTATTGATTGGTTTGTTCAATGTGGGTTGTGCCATTGGTGCA 
TTATTCTTGTCTAAAGTCGGTGATATGTATGGTAGAAGAGTTGGTATCATGACTGCTATGATCATTTAT 
ATTGTTGGTATTATTGTTCAAATTGCTTCTCAACATGCTTGGTATCAAATCATGATTGGTAGAATTATC 
ACTGGTCTTGCTGTTGGTATGTTATCAGTTTTGTGTCCATTATTTATCTCAGAGGTTTCTCCCAAACAT 
TTAAGAGGTACATTAGTTTATTGTTTCCAATTGATGATTACCTTGGGTATTTTCTTGGGTTACTGTACC 
AGTTACGGTACTAAGAAATATTCTGACTCCAGACAATGGAGAATTCCATTGGGTTTATGCTTTGCTTGG 
GCCTTGTGTTTGCTTGGTGGTATGGTAAGAATGC CAG AATCTC CACGTTAC CTTGTCGGTAAAGATAGA 
ATTGACGATGCTAAGATTTCACTTGCCAAAACTAACAAGGTTTCTCCAGAGGACCCTGCATTATACCGT 
GAACTTCAATTAATCCAAGCTGGTGTTGT^AAGAGAAAGATTGGCCGGTAAGGCATCTTGGGGTGCTTTA 
ATCACTGGTAAACCAAGAATCCTTGAAAGAGTTATTGTTGGAGGTATGTTGCAATCATTGCAACAATTG 
ACTGGTGATAACTATTTCTTCTACTACAGTACCACCATTTTCAAGTCTGTCGGTTTAAATGATTCCTTC 
GAAACATCTATTATCCTTGGTGTCATCAACTTTGCTTCCACTTTTGTTGGTATTTATGCCATTGAAAGA 
TTGGGTAGAAGACTCTGTTTATTAACTGGTTCCGTTGCCATGTCCATTTGTTTCTTAATTTACTCATTG 
ATTGGTACTCAACATCTTTACATTGATCAACCAGGTGGTCCAACCAGAAAACCAGATGGTAACGCTATG 
ATTTTCATTACTGCACTTTATGTTTTCTTCTTCGCTTCTACATGGGCTGGTGGTGTCTACTCCATTGTT 
TCTGAACTTTATCCATTAAAAGTCAGAAGTAAGGCTATGGGTTTTGCTAATGCATGTAACTGGTTGTGG 
GGTTTCTTGATTTCCTTCTTCACTTCATTTATCACTGATGCTATCCACTTCTATTATGGTTTTGTGTTT 
ATGGGCTGTTTAGTGTTTTCCATTTTCTTTGTTTACTTTATGATTTACGAAACTAAAGGTCTTACTTTA 
GAGGAAATTGATGAATTATACTCTACCAAGGTTGTTCCATGGAAATCAGCCGGTTGGGTTCCACCTTCT 
GACGAAGAAATGGTTCGTGCAAAAGGCTATACTGGTGATATCCACGCAGATGAAGAGCAAGTTTAA 
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YDR342C__homolog 550aa(SEQ ID NO 476) 

MSLDNSTENRDLEEKEEIPKNEHNEQGEQNENNEHIPTLEDKPLKEYIGISILCFLIAFGGFVFGFDTG 
T I SGF Il^TDFLERFGGTKADGTL YFSNVRTGLLIGLFNVGCAIGALFLSKVGDMYGRRVG IMTAMI I Y 
IVGIIVQIASQHAWYQIMIGRIITGLAVGMLSVLCPLFISEVSPKHLRGTLVYCFQLMITLGIFLGYCT 
SYGTKKYSDSRQWRIPLGLCFAWALCLLGGMVRMPESPRYLVGKDRIDDAKISLAKTNKVSPEDPALYR 
ELQLIQAGVERERLAGKASWGALITGKPRILERVIVGGMLQSLQQLTGDNYFFYYSTTIFKSVGLNDSF 
ETSIILGVINFASTFVGIYAIERLGRRLCLLTGSVAMSICFLIYSLIGTQHLYIDQPGGPTRKPDGNAM 
IFITALYWFFASTWAGGVYSIVSELYPLKVTISKAMGFANACNWLWGFLISFFTSFITDAIHFYYG 
' MGCLWSIFFWFMIYETKGLTLEEIDELYSTKWPWKSAGWVPPSDEEMVRAKGYTGDIHADEEQV 

YDR343C_homolog 1641bp public: 1..164MSEQ ID NO 477) 

ATGTCTCAAGACAACGTCTCATCAACATCTACAGCTGAGGCTGTAAATAATGAAATCAAAGTCAAAGAT 
GAATTTCGACAAGAAGAACAAGCTCATACTAGTTTAGAAGATAAACCTGTGAGTGCATACATTGGTATC 
ATCATTATGTGTTTCCTTATTGCCTTTGGTGGTTO 

TTCATTAATATGTCTGACTTTTTAGAAAGATTCGGTGGTACTAAAGCTGACGGTACTCTTTACTTTTCC 
AATGTCAGAACTGGTTTAATGATTGGTTTGTTCAACGCTGGTTGTGCCATTGGTGCATTATTCTTGTCT 
AAAGTCGGTGATATGTATGGTAGAAGAGTTGGTATCATGACTGCTATGATTGTCTATATTGTTGGTATT 
ATTGTTCAAATTGCTTCTCAACATGCTTGGTATCAAGTCATGATTGGTAGAATTATCACTGGTCTTGCC 
GTTGGTATGTTATCAGTTTTATGTCCTTTGTTCATTTCCGAGGTTTCTCCAAAACATTTGAGAGGTACT 
TTGGTGTGCTGTTTCCAATTGATGATTACCTTGGGTATCTTCTTGGGTTATTGTACTACCTATGGTACT 
AAGAGTTACTCAGACTCTAGACAATGGAGAATTCCATTAGGTTTATGTTTTGCTTGGGCTTTATGTTTG 
GTTGCTGGTATGGTTAGAATGCCAGAATCTCCACGTTACCTTGTCGGTAAAGACAGAATTGAAGATGCT 
AAAATGTCACTTGCTAAAACTAACAAAGTTTCCCCAGAGGACCCAGCCTTATACCGTGAACTTCAATTA 
ATTCAAGCTGGTGTTGAAAGAGAAAGATTAGCCGGTAAGGCATCTTGGGGTACTTTATTCAATGGTAAA 
CCAAGAATCTTTGAAAGGGTTGTTGTTGGTGTCATGTTACAAGCCTTACAACAATTGACTGGTGATAAC 
TATTTCTTCTACTACAGTACCACTATTTTCAAGTCCGTTGGTATGAATGATTCTTTCCAAACTTCTATC 
ATTATTGGTGTTATTAACTTTGCGTCCACTTTTGTTGGTATTTATGCTATTGAAAGAATGGGTAGAAGA 
CTCTGTTTGTTAACTGGTTCCGTTGCCATGTCTGTCTGTTTCTTAATCTATTCCTTGGTTGGTACTCAA 
CATCTTTATATTGACAAACCAGGTGGTGCTAGTAGAAAACCAGATGGTGATGCCATGATCTTTATGACT 
TCACTTTATGTGTTCTTCTTTGCTTCTACATGGGCTGGTGGTGTTTACTCCATTATTTCTGAACTTTAT 
CCATTGAAAGTTAGAAGTAAGGCTATGGGTTTAGCTAATGCTTCCAATTGGACCTGGGGTTTCTTAATT 
TCTTTCTTTACTTCATTTATTACTGATGCTATCCACTTCTACTACGGTTTCGTCTTTATGGGATGTTTA 
GTTTTCTCCATTTTCTTTGTCTACTTTATGGTTTACGAAACTAAAGGTCTTACCTTGGAAGAAATTGAT 
GAATTGTACTCCACCAAAGTCCTTCCATGGAAATCAGCTGGTTGGGTGCCACCTTCCGAAGAAGAAATG 
GCAACCTCTACGGGATATGCTGGTGATGCCAAACCAGAAGAGGAACACGTTTAA 

YDR343C_homolog 546aa(SEQ ID NO 478) 

MSQDNVSSTSTAEAVNNEIKVKDEFRQEEQAHTSLEDKPVSAYIGIIIMCFLIAFGGFVFGFDTGTISG 
FINMSDFLERFGGTKADGTLYFSNVRTGLMIGLFNAGCAIGALFLSKVGDMYGRRVGIMTAMIVYIVGI 
IVQIASQHAWYQVMIGRIITGLAVGMLSVLCPLFISEVSPKHLRGTLVCCFQLMITLGIFLGYCTTYGT 
KSYSDSRQWRIPLGLCFAWALCLVAGMVRMPESPRYLVGKDRIEDAKMSLAKTNKVSPEDPALYRELQL 
IQAGVERERLAGKASWGTLFNGKPRIFERVWGVMLQALQQLTGDNYFFYYSTTIFKSVGMNDSFQTSI 
IIGVINFASTFVGIYAIERMGRRLCLLTGSVAMSVCFLIYSLVGTQHLYIDKPGGASRKPDGDAMIFMT 
SLYWFFASTWAGGVYSIISELYPLKVRSKAMGLANASNVOT 

VFSIFFVYFMVYETKGLTLEEIDELYSTKVLPWKSAGWVPPSEEEMATSTGYAGDAKPEEEHV 
YDR544C_homolog 1700bp(SEQ ID NO 479) 

CTAAAGTCCAAAGTTGGTTCAATTTTTGGCAGAAAAAAGAAGAAGGAAAAATTCACTGGA 
GCTGATTCAATTGCTGAAGATGAATCATTATCTGAGGTTTCTTTGCCACCTACAAGAACT 
AGGAATTCATCGGTGTTGTCTCGCAGTAACTCAACTAGAAGATCTTTTATTGACCGCTTC 
CATAGAGATGAGTCTAGCACTGGCATTAGCAGACAACATGAGCAGCACCAGCAGCCTTTG 
AGTGATCCTTTGCCTCACGCAGAGAAGCCTCAACCGGAAATTCCCCAATCACCAGAAGCT 
CCACAGGCCAAATCACTAGAGCCTGTATCAGAAGTACTAAAAGAACTGTTCCCACCTATG 
CAAAACGGGTCCGAAAGGAAAGGTGAAAATCAGCAGTCGAGAGTTGATGTATCCTCTCAA 
ACCTTGTCACCAGTTACTCCTACTCACGATGGATTTGGTGGTTCTGTTAAACCATTACCA 
GAACCTGTTGATTCTCCAAATGTGATTAAATACAATGACTCGGACGACTCTTCTACAGAA 
GAACGTAGAGGCTCGTTACTTGAAAAACACAATTTAGAAGTACAACCTGTATCTTCCCCA 
TTCACTACTCAACCGCCAGCACCTGTGCCACAAGAATCCAGATCTAGACAAAGCAGTGAT 
GGCATTTACTCGTTTGAAGCGGGTGATGATTCCAACCCAATCTCGGCTACTCCAAGATCC 
GAGCAAAATGTGTTTGGACAGATGCCAGACCCAAATTTGTCTCCTGAAAAGACTCTTGCT 
CCACCACCACCACCTTCGAGAAAAGTTTTGCACCATGAAGAACCAACTGTAAGGGATTCA 
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GCTCTTTTCCACAATTTACCTGCTGCCTCCCATTCTGGAAGAGATTCGGTAATGGCTCCA 
TTAGCAAGTCAAGACAGGGGTCATTCGTTGTTGAAAAATGATTTCAAACACGAAAACTTG 
GCATCCACCCTCGGATTGAGCTCTTCTATTGCTGAAGTCATCAATGCCAGCTTTAAGGAT 
GGACAGTTGATTAAATCACAAGTAGTTGGTGAAGTGGCCTTCAATTATAATGGTAATGCT 
TCCGATCCACTTGTGGTCACTATTCCTAATAGTTTCGATAAAGTACTCGTGAACAAGACT 
TTTATTGAGGATTTAGGTCAAAGCAAGTATAAAGTGAACCCAACTTCAATTACGTCTAAA 
ACTCTTGGTGGGTTGAAATATCTTTTGAAACCAACACAGGTACCAGTGATAATTCAACAA 
ATATGGAAATTTGAACCTCATCAGTCAAGTTTGATGGTTAGCATTCGTTCAACTACACCT 
TTGGTATTGGAAAATTTTGTTGTCTCTGTAGCTTTGAATCAAGACATTGAAGCAACATCT 
GCTTCCTCAAAGCCTCAAGGTGCGTTTAATAAAGAGAAAAACAGAATAACATGGAGATAT 
CCACAGTCCCTCGCATTGAATGGTGTAGAGCGTTTGATAGCTAGATTTATGACTAATGGA 
TTGGGTTCCGAACATGAGTCTGGTGTGCAGATTAAATTTCAAGTTAAGGATCCACAAGTC 
AAGTACTGTAGTATTTACAGTGAGAATGGCGAAGAGATTCCTACGTTTAGAAATTTGGTT 
AGCGGTAGTTATAGTGGTCATCTTTAAGTTATCTGTTTTGAGATTAGTCTCTTGTTGAAT 
TGAAAAAAAAAAAAACGTGA 



YDR544C_homolog 548aa(SEQ ID NO 480) 

LKSKVGSIFGRKKKKEKFTGADSIAEDESLSEVSLPPTRTRNSSVLSRSNSTRRSFIDRF 
HRDESSTGISRQHEQHQQPLSDFLPHAEKPQPEI PQSPEAPQAKSLEPVSEVLKELFPPM 
QNGSERKGENQQSRVDVSSQTLSPVTPTHDGFGGSVKPLPEPVDSPNVIKYNDSDDSSTE 
ERRGSLLEKHNLEVQPVSSPFTTQPPAPVPQESRSRQSSDGIYSFEAGDDSNPISATPRS 
EQNWGQMPDPNLSPEKTLAPPPPPSRKVLHHEEPTVRDSALFHNLPAASHSGRDSVMAP 
LASQDRGHSLLKNDFKHENLASTLGLSSSIAEVTNASFKDGQLIKSQWGEVAFNYNGNA 
SDPLVVTIPNSFDKVLVNKTFIEDLGQSKYKVNPTSITSKTLGGLKYLLKPTQVPVIIQQ 
IWKFEpHQSSLMVSIRSTTPLVLENFWSVAl^QDIEATSASSKPQGAFNKEKNRITWRY 
PQSLALNGVERLIARFMTNGLGSEHESGVQIKFQVKDPQVKYCSIYSENGEEIPTFRNLV 
SGSYSGHL 

YEL071W_Jiomolog 1584bp public: 1..1584(SEQ ID NO 481) 

ATGCAGAGGAGATTAGTACAGACTGCTTCGTATTTGATTAGACGAAACAACGTGGCATGTAGATTCAGT 
CGTTATAATGGTTTGCCCGTTGCATCTTATTCTACAAAAACAGTACCTTTTACGGCAGATACTTATTCC 
CAAAAAGTCCAACGTGATGCAAAATTCAAGCAACTTGAATCTCAAGACATCGAATACTTTAAAAGTGTA 
TTACCTGAGAATTCCATTATTACTGATGAAGACGACTTATTGTTTTTCAACGAAGACTGGATGAGAAAG 
TATAGAGGTCAATCACAATTGGTTTTGAAACCGAAAACCACCGAACAAGTCGCTTCTATCTTAAAGTAT 
TGTAATGATAACAAGCTAGCTGTTGTACCACAGGGTGGGAATACTGGGTTGGTAGGTGGATCTAATCCA 
ATTTTTGATGAAATCATCATTTCCTTGTCGGCCATGAATAAAATCAGATCGTTTGATCCTGTCAGCGGT 
ATATTGAAAGTCGACGCTGGTGTTATTTTGGAAACAGCTGATCAGTATTTGGCTGAGCAGGGCTACATT 
TTCCCGCTCGACTTGGGAGCTAAAGGGTCGTGTCATGTTGGTGGCAATGTTGCATGTAATGCTGGTGGT 
TTGCGTTTGTTACGATACGGTTCTTTGCATGGTTCTGTTTTAGGTTTGGAAGCTGTCTTGCCCGACGGT 
ACAGTTTATAACTCTATGCATTCATTGCGTAAAGATAATACTGGTTATGATTTGAAGCAGTTGTTTATT 
GGATCTGAAGGTACTTTGGGTATTATAACTGGTGTTTCGATTCTATGTCCATCAAGACCACAAGCGCAA 
AATGTGGCATTTTTAGCTGTATCGAGTTATGAGGCCGTTCAAAAGGTTTTTGTCCAGGCTAGAAAGGAG 
TTGCAAGAAATTTTATCGGCTTTTGAATTCATGGACAACACCTCACAAAAGTTGACTGCTAAGCATTTA 
GGTTTGGAGCACCCTATTGAAAGCGGTGACTTCCCATTCTATGTGTTAATTGAAACCTCTGGCTCCAAC 
AAAGAGCACGACGACGAAAAATTGGAAACATTCTTGGGGAATGCAATGGAAGAAGGTTTAGTCGACGAT 
GGGATTATTGCACAAGATGAGGCTCAAATACAATCATTATGGTCATGGAGAGAATCCATCCCTGAAGCA 
ACCACTATTGGAGGCGGTGTTTACAAGTATGACGTTTCTATTCCATTGGCAGATCTTTACGGGTTAGTT 
GAGGACATCAATACCAGGTTAAATGATGCTGGAATCGCCAGCTTGGACGATGAATCGAAACTTGTGCTT 
GCTGCATTGGGTTATGGTCACATTGGAGATGGGAATTTACACTTGAACGTTTCTGTGAGAAAGTATTCT 
CCTGAAATTGAAACTATCTTGGAGCCATTTGTCTATGAATGGATCGCAAAAAAAAATGGATCCATTTCG 
GCTGAACATGGGTTGGGATTCCAAAAGAAAAACTACATTGGGTATTCCAAGAATGAGATTGAGGTCAAA 
TTAATCAAAGAAATCAAACAACATTACGATCCAAATGGAATCATGAACCCATATAAATACGTGTAA 

YEL071W_homolog 527aa(SEQ ID NO 482) 

MQRRLVQTASYLIRRNNVACRFSRYNGLPVASYSTKTVPFTADTYSQKVQRDAKFKQLESQDIEYFKSV 
LPENSIITDEDDLLFFNEDWMRKYRGQSQLVLKPKTTEQVASILKYCNDNKLAWPQGGNTGLVGGSNP 
IFDEIIISLSAMNKIRSFDPVSGILKVDAGVILETADQYLAEQGYIFPLDLGAKGSCHVGGNVACNAGG 
LRLLRYGSLHGSVLGLEAVLPDGTVYNSMHSLRKDNTGYDLKQLFIGSEGTLGIITGVSILCPSRPQAQ 
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1WAFLAVSSYEAVQKVFVQARKELQEILSAFEFMDNTSQKLTAKHLGLEHPIESGDFPFYVLIETSGSN 
KEHDDEKLETFLGNAMEEGLVDDGIIAQDEAQIQSLWSWRESIPEATTIGGGVYKYDVSIPLADLYGLV 
EDINTRLNDAGIASLDDESKLVLAALGYGHIGDGNLHLNVSVRKYSPEIETI LEPFVYEWI AKKNGSI S 
AEHGLGFQKKNY IG YSKNEI EVKLI KEIKQH YDPNGIMNP YKYV 

YER177W_homolog 795bp public: 1..795(SEQ ID NO 483) 

ATGCCAGCCTCCCGTGAAGATTCCGTTTACCTTGCTAAATTAGCCGAACAAGCAGAACGTTATGAAGAA 
ATGGTTGAAAACATGAAAGCCGTTGCTTCCTCTGGCCAAGAATTGTCTGTTGAAGAACGTAATTTATTA 
TCTGTTGCTTACAAGAATGTCATTGGTGCTCGTCGTGCTTCTTGGAGAATTGTTTCATCAATTGAACAA 
AAAGAAGAAGCCAAAGGAAATGAGAGCCAAGTTGCTTTGATCAGAGATTACCGTGCCAAGATTGAAGCT 
GAATTGTCTAAAATTTGTGAAGATATTCTCTCTGTGTTGAGCGACCATTTAATTACATCTGCCCAAACT 
GGTGAATCAAAAGTATTTTACTACAAGATGAAAGGTGATTACCACAGATACTTGGCTGAATTTGCTATC 
GCTGAAAAACGTAAGGAAGCTGCTGATTTATCATTAGAGGCTTATAAAGCTGCTTCTGACGTTGCTGTG 
ACCGAGTTGCCACCAACCCATCCAATCAGATTAGGTTTAGCATTGAACTTCTCTGTTTTCTACTATGAA 
ATTTTGAACTCCCCAGATAGAGCTTGTCATTTAGCTAAACAAGCTTTCGATGATGCTGTTGCTGATTTA 
GAAACCTTATCTGAAGATTCATACAAGGATTCAACTTTCATTATGCAATTATTGAGAGATAACTTGACT 
TTATGGACCGATTTATCTGAAGCCCCAGCTGCCACTGAAGAACAACAACAATCCAGTCAAGCTCCAGCT 
GCTCAACCAACAGAAGGTAAGGCTGATCAAGAATAG 

YER177W_homolog 264aa(SEQ ID NO 484) 
MPASREDSVYLAKLAEQAERYEEMVENMKAVASSGQELSVEE 

KEEAKGNESQVALIRDYRAKIEAELSKICEDILSVLSDHLITSAQTGESKVFYYKMKGDYHRYLAEFAI 
AEKRKEAADLSLEAYKAASDVAVTELPPTHPIRLGLALNFSVFYYEILNSPDRACHLAKQAFDDAVADL 
ETLSEDSYKDSTLIMQLLRDNLTLWTDLSEAPAATEEQQQSSQAPAAQPTEGKADQE 

YGR192C_homolog 1008bp public: 1..1008(SEQ ID NO 485) 

ATGGCTATTAAAATTGGTATTAACGGTTTCGGTAGAATCGGTAGATTAGTCTTAAGAGTTGCTTTGGGC 
AGAAAAGACATTGAAGTTGTCGCCGTCAACGATCCATTCATTGCTCCAGACTATGCTGCTTACATGTTC 
AAATACGATTCTACTCACGGTAGATACAAGGGTGAAGTCACTGCTTCTGGTGACGACTTGGTCATTGAT 
GGTCACAAGATTAAAGTTTTCCAAGAAAGAGACCCAGCTAACATTCCATGGGGTAAATCTGGTGTTGAC 
TACGTTATTGAATCCACCGGTGTTTTCACCAAACTCGAAGGTGCTCAAAAACACATTGATGCTGGTGCC 
AAAAAAGTTATCATCACTGCTCCATCTGCTGATGCCCCAATGTTTGTTGTCGGTGTTAACGAAGACAAA 
TACACTCCAGACTTGAAGATTATCTCCAATGCTTCTTGTACCACCAACTGTTTGGCTCCATTAGCTAAA 
GTCGTCAACGATACTTTCGGTATTGAAGAAGGTTTGATGACCACTGTCCACTCCATCACTGCTACCCAA 
AAGACCGTTGACGGTCCATCCCACAAGGACTGGAGAGGTGGTAGAACTGCTTCTGGTAACATTATCCCA 
TCTTCCACTGGTGCTGCTAAAGCCGTTGGTAAGGTTATTCCAGAATTGAACGGTAAATTGACTGGTATG 
TCTTTGAGAGTCCCAACCACCGATGTTTCCGTTGTTGACTTGACTGTCAGATTGAAGAAAGCTGCTTCT 
TACGAAGAAATTGCTCAAGCTATCAAGAAAGCTTCTGAAGGTCCATTGAAAGGTGTTTTGGGCTACACT 
GAAGATGCTGTTGTCTCCACCGATTTCTTGGGTTCAAGCTACTCATCTATCTTTGATGAAAAAGCCGGT 
ATCTTGTTGTCCCCAACTTTCGTCAAATTGATTTCCTGGTACGATAACGAATACGGTTACTCCACCAGA 
GTTGTTGACTTGTTGGAACACGTTGCTAAAGCTTCTGCTTGA 

YGRl92C_homolog 335 aa(SEQ ID NO 486) 

MAIKIGINGFGRIGRLVLRVALGRKDIEWAVNDPFIAPDYAAYMFKYDSTHGRYKGEVTASGDDLVID 
GHKIKVFQERDPANIPWGKSGVDYVIESTGVFTKLEGAQKHIDAGAKKVIITAPSADAPMFWGVNEDK 
YTPDLKIISNASCTTNCLAPLAKVVNDTFGIEEGLMTTVHSITATQKTVDGPSHKDWRGGRTASGNIIP 
S STG AAKAVGKVI PELNGKLTGMS LRVPTTDVSWDLTVRLKKAAS YEE I AQAI KKA S EGPLKGVLGYT 
EDAWSTDFLGSS YS S IFDEKAGI LLS PTFVKLI SOTDNEYGYSTRVVDLLEHVAKAS A 

YGR243W_homolog 399bp public: 1..399(SEQ ID NO 487) 

ATGGCTTCAACAGTTCAACACGCATCCAAATTCCAACGTTTTTTAAATTCAGAGACCGGTCCTAGAACC 
GTGCATTTTTGGGCTCCAGTGTTCAAATGGGCCTTAGTTGCTGCTGGACTTAATGACATACAACGTCCT 
GTTGAAAAATTGAGCGGAACCCAACAGATAGCATTGTTTGCCACTGGTGCCATATGGACTAGATGGGCC 
GGGTTTGTTATAAAACCAAGGAACATGCTTTTGGCATCAGTGAATTTCTTTTTGGGTGGAGTTGCTGGT 
TACCAATTGTTAAGAATTGTCAACTACAGAAGAGATTTGGGTGATTCCCCAATGCAAGTATTTAATTAT 
ATCTTGAACGGTGATGCAGCTGCTGTAAAAGAACCAGAACCAGCCAAGAATTAA 

YGR243W_homolog 132aa(SEQ ID NO 488) 

MASTVQHASKFQRFI^SETGPRTVHFWAPVFKWALVAAGLNDIQRPVEKLSGTQQIALFATGAIWTRWA 
GFVIKPRNMLLASVNFFLGGVAGYQLLRIVNYRRDLGDSPMQVFNYILNGDAAAVKEPEPAKN 
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YHL021C_homolog 1224bp public: 1..1224(SEQ ID NO 489) 

ATGTTAAGACAACCATTACGCCAAATCCGTTTCCACTCGAAATTGGCACTTGCAGGATACAACAGCAAA 
GAAGTGACAGTCACCATCAACGGCAGAACCTGTACATTCAACAACGTGTTTTTGAGAGACGCATGCCAA 
AGCCCAGACTCGGTAGACCCCATTTCTAGCCAAAAACTATTCACTACAGCAGATGCAGCAACCGGCTTG 
CAAATTAACGCACCCCCAGTGGTAGAGGATTCCTCATTGAAAATCCAATGGAGCAACAATGGCAAACTC 
ACCAACTCAGTCTACCCCGTGTCATTCTTAGAAAACTACTCCACCAACAAACGACTCGGCAAATTCTTT 
GACAAAGATAGAAAGTTATGGGACAAACAAGAACTCGAAAACAACTTTGCCTCCCTCAACATGGACTAC 
GACGACATTCTCACCAACGACAACTCTTTCTTCCAGACGTTGTACAACTTGAATAGGTACGGGTTAACA 
TTTGTCAACAACATCCCCACCCCACAAATTTCTGACATGACAGAGGACAACGCCACGCAATGGCCAGTG 
TACAAGATCGCCGAAAAGTTTGGCTACATCAAGAAAACATTCTACGGGACATTATTCGACGTCAAGAAC 
AAGAAGGAAAAAGCAACCAACATTGCCTACACCAACACGTTTTTGCCATTGCACATGGACTTGCTCTAC 
TACGAGTCACCCCCGGGATTACAGTTGCTACACGCTATCCAGAACTCTACGTTGGGCGGCGAAAACATC 
TTCTGTGACTCGTACCTTGCTGCTGAGCATGTCCGGAAAACCGACCCCAGGGCATACACGGCACTCACC 
CAGACCCCAATCACCTTCCACTACGACAACAACAACGAGTACTACTACTACAAGCGGCCGTTAATCGTT 
GAAGACCCCGAGGTTGGCGACGGGTTCCCGAAAATCGCGTCCATCAACTATGCCCCGCCATTCCAGGGC 
CCATTCGAGGTTGACCCCCACCCAGACTTTATCCGCGGAATGCAGTTATTCGAAACCTTCATCAACGAC 
CCGGCAAACCACTTTGAAATCAAAATGCCAGAAGGCACTTGTGTCATTTTCGAAAACAGAAGAGCCCTT 
CACTCGAGAAACGCATTCTCCGACOTGAACAACGGCGACAGATGGTTAATGGGCACTTATGTTGACGGC 
GACAGTTTTAGATCAAAATTACGTATAGGCTATAGAAAAGTACATACCTAA 

YHL021C_homolog 407aa(SEQ ID NO 490) 

MLRQPLRQIRFHSKLALAGYNSKEVTVTINGRTCTFNNVFLRDACQSPDSVDPISSQKLFTTADAATGL 
QINAPPVVEDSSLKIQWSNNGKLTNSVYPVSFLEN^ 

DDI LTNDNSFFQTLYNLNRYGLTFVNNI PTPQI SDMTEDNATQWPWKI AEKFGYIKKTFYGTLFDVKN 
KKEKATNIAYTNTFLPLHMDLLYYESPPGI^LLHAIQNSTLGGENIFCDSYLAAEHVRKTDPRAYTALT 
QTPITFHYDNNNEYYYYKRPLIVEDPEVGDGFPKIASINYAPPFQGPFEVDPHPDFIRGMQLFETFIND 
PANHFEIKMPEGTCVIFENRRALHSRNAFSDSNNGDRWLMGTYVDGDSFRSKLRIGYRKVHT 



YHR162W_homolog 354bp public: 1..354{SEQ ID NO 491) 

ATGTCATCATTTAAAAAATTCACTGATTTTTTATTTTCAAAACAATCCCTTAGATATGTCTGTACAACT 

CATTTTTGGGGTCCAGTATCAAATTTTGGGATTCCTATAGCTGCTATTTTAGATTTGAAAAAAGATCCT 

GATTTAATTAGTGGACCAATGACTGGTTCATTAATACTTTATTCTTTAGTGTTTATGAGGTATTCAATG 

GCAGTTACTCCTCAAAATTATTTATTATTTGGGTGTCATTTTGTTAATGAATTGGCACAATTGAGTCAA 

GGATTTAGATGGGTTAAACATCACTATGATACTTCTTCAAATGATGGTGAAGATACCAAAAAGATAACT 
CAAAATTGA 

YHR162W_homolog 117aa(SEQ ID NO 492) 

MSSFKKFTDFLFSKQSLRWCTTHFWGPVSNFGIPIAAILDLKKDPDLISGPMTGSLILYSLVFMRYSM 
AVTPQNYLLFGCHFVNELAQLSQGFRWVKHHYDTSSNDGEDTKKITQN 

YLR109W_homolog 531bp public: 1..53KSEQ ID NO 493) 

ATGACTGACGGTAAATTCCCAACTAACATTGAACCAAAATACATTCCTTATTCTAAAGATCATGCAAGT 
TTAACTGCTTGTGCTAATCCAATACCATTGGATTTAAAATCTTTATTTCCAAATAATACTGTTGTTGTC 
ACTGCTGTGCCTGGTGCTTTTACCCCAACTTGTACTGAACAACATATCCCTGATTATTTGAAACATTTG 
AAAGATTTCAAAGACAAGGGCGTCAAAAAAATCATTGTTTTATCTGCCAATGATCCATTTGTAATGGCA 
GCTTGGGCTAAAGCTTTGGGTTATACTGATGAAGAAAATTATGTTATTTTTGCTACTGATCCTAATGCT 
TCTATTTCTAAAGAATTGGGTGATGGATTTGTTGCTGATTTGACTCTGGCAGGTATGGGATTAAGATTA 
CAAAGATATGCTAGTATTGTTGTTAATGGAGAAATCACTTATTTGGAAACTGAAGATAGTTTGGGATTC 
CTGGAAATTTCTAGTGCTGAAACCATTTTAAAGAGAATCCACAATTAA 

YLR109W_homolog 176aa(SEQ ID NO 494) 

MTDGKFPTNIEPKYIPYSKDHASLTACANPIPLDLKSLFPNNTVVVTAVPGAFTPTCTEQHIPDYLKHL 
KDFKDKGVKKIIVLSANDPFVMAAWAKALGYTDEENWIFATDPNASISKELGDGFVADLTSAGMGLRL 
QRYA S I WNGEIT YLETEDSLGFS EI S SAETI LKRI HN 

YLR206W_homolog 879bp public: 1..879(SEQ ID NO 495) 

ATGAGAAAACAAAATAACAATTTATTGGATTTGAATGATGAAACACCACCACAACAACCTCAATATTAT 
TTAGCAACCGGATTCTATCAACAACAACCACAATTTTATGCCCAGCAACCTCAATCGCAACAATTCCAA 
CAATATGATATGTTTGGGAACCCAATACAGAATCCAATGGACACAGGATTATATAATCAACAGGCCTAT 
TATCAACAACCACAACAGCAGCAACAACAGTTTCAACCAAACCAGTTTACTGGTTTTAACTATGGACAA 
CCACAACAACCACAAGCGCAACCAGAACCTTTACAACCATTGAAAACAGGATCCAATAATCCATTTGCC 
ATGTCTTCTGGGTCAGACAATACCAACAAGCCACCAACTCAATCCTTAAACAGTTTAGCTGAACAGCAA 
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CAACAGCAACAGCAGCAGCAACCACAATTTTTTACTCAGCCAACTACTGCTCCACTCAAACAACAAAAC 
ACATCATCATCAAGGTTTAATGAAACTCATGAGTTGAATGATTTATTAACTCAAGGAACTGGATTAGAT 
ACATTCGGTAACACTGGAGATACTAGAATCCCACATCAACATACAAAGACACAAAATTTTATAAATTCA 
AGTGGAACTGGATATAAACAAACTGGTAATGAACCAATTAGATTAAGTTCTAATGCTACAGGTAATCCA 
TTTCTTAATACTGGTATTGGATATCAAGGTGCTACACAACAGCAAGTGCCACAACAGCAAGTGCCACAA 
ATCAATCCTGCTTATACTGGGTATGGATTTGGTAACGCTCAACCTCAACAACACCAGCAATACCAACAA 
CAACAACAATCACGTAATGGTAATGATGGCCCAAGTTTAATAGATATTTAA 

YLR206W_homolog 292aa(SEQ ID NO 496) 

MRKQNNNLLDLNDETPPQQPQYYLATGFYQQQPQFYAQQPQSQQFQQYDMFGNPIQNPMDTGLYNQQAY 
YQQPQQQQQQFQPNQFTGFNYGQPQQPQAQPEPLQPLKTGSNNPFAMSSGSDNTOKPPTQSLNSLAEQQ 
QQQQQQQPQFFTQPTTAPLKQQNTSSSRFNETHELNDLLTQGTGLDTFGNTGDTRIPHQHTKTQNFINS 
SGTGYKQTGNEPIRLSSNATGNPFLNTGIGYQGATQQQVPQQQVPQINPAYTGYGFGNAQPQQHQQYQQ 
QQQSRNGNDGPSLIDI 

YMR043W_homolog 789bp public: 1..789(SEQ ID NO 497) 

ATGGCTATTAAAGAAGAAACAAATGAATTTAGTCAAGGTAATGAGGGGAATTCCCATTCAACCAATAAC 
AACAATAACAGCAACAACAGCAACAGCAACAACAATGCTGATGTTTCTGCACCAGTAGATGATGACGAT 
GATGACGATGGTACTTCTCAAGGTAAAACTCAAAAGGAAAGAAGAAAAATTGAGATCAAATTCATTCAA 
GAAAAATCAAGACGTCATATTACTTTTTCGAAAAGAAAAGCTGGGATTATGAAGAAAGCTTATGAATTA 
TCAGTATTGACAGGTACTCAAGTGTTATTATTAGTTGTTTCAGAAACTGGTTTGGTTTATACTTTTACC 
ACTCCTAAATTACAACCTTTGGTCACTAAATCTGAAGGGAAGAATTTGATTCAAGCATGTTTGAATGCT 
CCTGAAGAAGGATTGGGTGATGATCAAGAGAATCAAAGTGATGGAAATACAGGAGATTCACCTGATCAA 
AGCCCTGCTCCAGCAACCAATCCAAATGTCATGGGTGCTGCAGGTCATGCTCATCACATTCAACAACAA 
CAACAGCAACAACAACAAGCTCAACAGCAAGCTCAGCAACAAATGGCACCAATGCCTTCTCATGGTTTA 
CCTACACATTATTCCAATCCTCAAGGAGCTGGTAATCCTGGTGTACCTCCTCAACAACAAGGTCAACAT 
CAACCTGGTATTCCATTACAAGGTGGTTATAGTGATCAATACCTGTATTTTGGTAATATTCAAAATAAC 
AAC ATAC CTAATC AAC AGC AATATCAATGA 

YMR043W_homolog 262aa(SEQ ID NO 498) 

MAIKEETNEFSQGNEGNSHSTNNNNNSNNSNSNNNADVSAPVDDDDDDDGTSQGKTQKERRKIEIKFIQ 
EKSRRHITFSKRKAGIMKKAYELSVLTGTQVLLLWSETGLVYTFTTPKLQPLVTKSEGKNLIQACLNA 
PEEGLGDDQENQSDGNTGDSPDQSPAPATNPNVMGAAGHAHHIQQQQQQQQQAQQQAQQQMAPMPSHGL 
PTHYSNPQGAGNPGVPPQQQGQHQPGIPLQGGYSDQYSYFGNIQNNNIPNQQQYQ 

YMR256C_homolog 330bp public: 1..330(SEQ ID NO 499) 

ATGAGAATGAAACAACCAGACGACCAAAAGTCTGAGAGAGAGAGAGAGAAAAAATATCGGCTCATTATT 
TTCAATTCACTTTTAATCCTAGTTAATACTATTTACTTTCTTTCTTCTAACTATCCATCCCACCATCCT 
ATCTATTCAATTATGAATCCACAAAGAATTATTGAATTACAAAAACATTATCAAAATACTCCTAAACCA 
TTATGGTTAAGAGGTAGACAATCGGCATTTTTAGTTTATCCATTTTATGCTTTATTTGCTGTTAGTACT 
GCCATCCCATTATATTATAGTGTTAGAGCTGTTGCTGGTATAAAAGATGAATAA 

YMR256C_homolog 109aa(SEQ ID NO 500) 

MRMKQPDDQKSEREREKKYRLIIFNSLLILVNTIYFLSSNYPSHHPIYSIMNPQRIIELQKHYQNTPKP 
LWLRGRQSAFLVYPFYALFAVSTAIPLYYSVRAVAGIKDE 

YOR267C_homolog 2091bp public: 1..2091(SEQ ID NO 501) 

ATGCCAGATAAACATAAACTCAAACTATTTGGAAAAAATAAACACGACAAAGATGACGAATTGTCCTTG 
TCAACGTCAAACCATTCTCACGGAAGTACACGGAAGTTTTTAGGATTTCATATTGGAAGACATGAATCG 
GGCGACTCGTTGACTTCTCCAGTTATGAGCAATTCATCCGAAAGTCATCATCACAGCCATCACCCTCAT 
CAAGCCAATTCAAGTGCAAACCATCGTAACCCTTCTCCAGTTCATTCCAATACTGGTACTGCCACTACC 
ATTCCATCAATACAATCACCACAACCTCAAGCATCTGGATTACACCGCGGGGACTCCGATAAAAAATCA 
TCTGGCTCAGTTGTTGATTTGAAAAAATTCTTCAAAACAAAGAAAACTTCAAATCCAAGAAAGGAAGGA 
CATAGTATTTTGGGACAATATAGCAATCAGCTCCATTCACCACCACCAATGGCGCAGGTTCATTCGCCT 
GGTGCAGGGTCGGGGAACGGCAGTGCCTTGCAATCACGTGAACAATCATCTACGTCATTAGCCACTTTA 
ATCAATCAAACATCTTCTCAACTTTTGTACAATGCTTCACATTCTGTCAATAGCAATCGAGATCCCTTC 
ACGGACGACAACTCTCCATTGGTGAAGAAGTATGGTAAGATCGGGAAAGAGTTGGGCAGTGGAGCCGGT 
GGGTCCGTCAAATTAATCACCAGGCCCAGTGACTCCAAGACGTTTGCTGTTAAAGAATTTAGAGCGAAA 
AGATCTACTGAATCATTGAAGGATTACACTAGGAAATGTACTGCTGAGTATTGTATTGGTTCTACTTTG 
AGGCACCCAAACATCATTAAAACCATCGATATTATCCATGAAAACAATCGTTATTTTGAAATTATGGAA 
TATGCACCTATAGATTTCTTTGCTGTTGTTATGAGTGGAGAGATGTCTCGAACGGAAATCAATTGTTGT 
TTAAAGCAAATTATTGAAGGTGTGGCATATTTACACAAATTAGGGTTGGCCCATCGTGATTTGAAATTG 
GATAATTGTGTTATAACGAATGAAGGGATTTTGAAGATTATCGATTTTGGTAGTGCTGTCATTTTCAAG 
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TATCCCTACGAACAGTTTGGTAACAACAATTCTATTCAGCCGTGTCATGGTATTGTTGGATCTGATCrT 
TACTTGGCCCCCGAGGTTTTGAAATCTCCTAATAGCTACAACCCACAACCTGTGGATTTATGGTCTATT 

AGTTTCCGACTTTATTGCATGTATGATGATAATTTCCATGATTATTATTTGAGTAACGAATGTCATAAA 
CTTTTGTTGCAACAGCGTAAACTAAAGAATACAATTGTTAGACTGAACAAAAGGAAAAAG 

gaggaaaagggcgacaagcctgaagaagacgaagaaatg;vaagatgccS^ 

CATCATTCTCATGATGTAGAGCTGGGAAAAACTGGT 

CTACAAGAGTTTGAAGATAAAAAGAATCAACTTAAAGAGAAATATGAGGCTTTGCGAGATGCTGATCOT 
AGATATCAAAAACAGTTGGCACAAATTCACGAAGAGGAAGAAAAGCAAAGACTAAAAGATGCCGAGCAC 
GGTGCCGATGAGAAAAAGAAATCACATCATAAACAGATTCATGGTCCGTATAGATTGATGAGATTCTTG 

GAAATTCTAGAAGATGAATGGATTAAAGAAATTCAATGCTGTACAGTTAAGCCAGTTTCAAAATCAA^ 

YOR267C_homolog 696aa(SEQ ID NO 502) 
"** LG Q YSNQLHSPPP ^Q™ SPGA GSGNGSA^ 

TDDNSPLVKKYGKIGKELGSGAGGSVKLITRPSDSKTFAVKEFRAKRSTESLKDYTRKCTAEYCIGSTL 

Rhpniiktidiihei^yfeimeyapidffavvmsgemsrteincclkq^^ 

dncvitnegilkiidfgsavifkypyeqfg^siqpchgivgsdpylapevlkspSSpo 
aiiyccmtlwpwkipsqekdnsfrlycmyddnfWylsnechklllS 

^^ VIS ^ LEWPI ^ T ^ EILEDEWIKEI 2 CC ^ p VSKSTDATLDFIEDEDEVLV^ 
TIVKEG 

YOR374W_homolog ISOObp public: 1..1500(SEQ ID NO 503) 
™ AG 5 CGAC ^ ATTGAAGAAAAT ^ 

TTACAAAATGCCAGAGGTGATGTTGCCTTGACAGCTGCTTACTTCAGATCCTGTGGTGGTTCGGTTrAP 
AA^rTTTGGGTTCCCAAATCAATACTGGTAACACTCATTTCAACTACACTC^^ 

TGTGGTCAAATTATTCCTTGGAATTTCCCATTATTGATGGCTTCTTGGAAATTGGGACCAGTTCT 
ACTCGTTCTACCACTGTTTTGAAGACTGCTGAATCCACCCCA™^ 

ttagtcgaagccggtatgccaaaaggtgttatcaacattgtttctggttttggt^tactgctgctSt 

gccatto:taaacatccaaagattgaaaaagttgctttcactcgttctactgccaccgg^ 

atgaaattggctgctgaatcaaacttgaaaaaagttactttggaattcggtggt^ 

GTTTTCAACGATGCTGATTI^ACAAGACTATTCAAAACTTC^^ 

GAAGTCTGTTGTGCTGGTTCTCGTCTTTTGATTCAATCCGGTGTTTACGACCAAGTTCT 

AAAGAAGCTGCTGAAAGTGTCAAGCOTGGTAACCC^TTCGACGAAGACAcS^ 

TCTGACGTCCAATTGTCCAAA^ 

accggtggtgctagagctgatggtaaaggttactttc^^ 

gatatggatattgtcagagaagagatctttggtccagttgtcactttgatcaaatttgaS 
gaagccgttgaattggccaatgattccgattatggtttggc^ 

a^tgtattgatgtggccaacagagttaaagccggtactgtttgggtcaacactS 

ccaatggttccattcggaggattcagtgcttcaggtatcggtagagaaatgggtgmga^g^ 

gaatacactcaagtcagagctgtgagaatgaaaatcaacccaccaaactaa 

YOR374W_homolog 499aa(SEQ ID NO 504) 

SDVQLSKILKYVESGKSQGATWTGGARADGKGYFVKPTIFADVKKDMDIVREEIFGPVW 
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YPL089C_homolog 1836bp public: 1..1836(SEQ ID NO 505) 

ATGGGTAGAAGAAAGATTGAAATAGAACCATTGACAGACGATAGAAATCGTACAGTGACTTTTGTGAAG 
CGTAAGGCAGGGTTATTTAAAAAAGCTCATGAATTAGCTGTGCTCTGTCAAGTGGATTTAACGGTTATT 
ATCGTTGGCAATAATAATAAAGTATATGAATATTCTACTGTTGAGGCAAATGAGATTTTTAATGCCTAT 
AATAAAACCATTAAAGTCAGAAAACAAGTACATGAATCGAAGTCTCCAGAATATTATTCGAAATTTAGA 
AAGAAACGACATTTAAATGAACCACTTATGAATAAATCAGGGTCTGTAGTTGGCACTAATACACATTTG 
AACGATGAAGACTATGATCATAATGTTCATGAAGCGGGCGATGAGGATTCGGAATATGAAAGCGATGAT 
AATTCTCCACAACCTAAACGGCACAAAAGATCAGAGTCGGTTAAAAAAGAGCAAAACCCCAAAGTGTTT 
AATAGTACCCAACCTCCACCACCGCCTCCACCACCTCATATATCTTTAAATAATGTTCCAACATTTACC 
AACCCCCAAAATTACAAAAAACAGATTGATGAGACAAATAACACTTCGGCACCGCCCGCTACTGGGACA 
AAAAATGAACCAACGATGCAACGACCAGTATTGAGGGTACAAATACCGAATGATGCCAAGAGCAATACG 
AATAATTCCCATAGTGGTGTTAATAATAGTGATGGCAAGGACACGGCGAGAACAGTGACGGCAGTCGAC 
AATAGTGCAACCAACCAAAACACTCAATCGAGCAATACAACATCAGGTACAGGGACTGCTGATACCAAT 
TCATCGCAACTAAATTCAAATGGTAATAGTAATTTAGTGCCCGGGAATGTTCCAAATACCAGATTTTCG 
GGATATTCATCGTTTCGATCACCAGACTCACGAAAACCAACATTACCGTTACCTTTGCAAACCAAATCA 
CAAACGTCATCTCCAGCTAGTGCTGTAGCACCAGGTTTACCATTGACAGGAGGAAGCAATGCATATTTT 
GCAGGAATGCAACAATCACCCGTGGGTGGTTCGTATGTCAATTATCCAGCCCAAGTATATCAGCAGTAT 
CAACAGTTCCAAAATCAACTACAACTACAAGAACAACAACAGCAACAGCAACAGCAACAGCAAAAACAA 
CAATCTCAGCCGCAGCCATCATCGCAACTGGTTGGAAATCAAAATGCACAATTGGAATCAGCAGCACGA 
TTCCGTTCTGGTTTACCGACAGGGACACAATTTAATAATGGTGAACAAACACCAATTTCAGGATTGCCA 
TCACGATACGTTAATGATATGTTCCCCTTCCCATCTCCATCAAACTTTCTTGCACCTCAAGATTGGCCA 
TCAGGTATAACACCAACTACTCATCTACCACAGTATTTTGTGAATATGCCATTGAGTGGAATTGGACTG 
CAACAACTGCAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAA 
CAACAACAACAACAACAACAACAACAACAACAACAACAGCAACAACAGCAACAACAGCAGCAGAATGCC 
CAACAGCAACTGCAAGTACCTGTTATCCCAATACAAACACAAACATCACAACAAATGGCTTCAACTACC 
AATCACAAATCAGCTAATCTAATACCAGGGTTTTTACAAAACCCAACACAAGCCACTGGAAATTCGGCA 
AATGCTTCCAAGCTGAGTGATGCTGGTGATGGTACTAATCCAACCACAGCAGGAAGTTCAAGTTCAGCA 
GATGTCAATAACACCAACAATGGACCTAATAAAAATACATAA 

YPL089C_homolog 611aa(SEQ ID NO 506) 
MGRRKIEIEPLTDDRNRTVTFVKRKAGLFKKAHELAVLCQVDLT^ 

NKTIKVRKQVHESKSPEYYSKFRKKRHUTOPLMNKSGSWGTNTHLNDEDYDHNVHEAGDEDSEY 

NSPQPKRHKRSESVKKEQNPKVFNSTQPPPPPPPPHISLNNVPTFTNPQNYKKQIDETNNTSAPPATGT 

KNE PTMQRPVLRVQ I PNDAKSNTNNSHSGVNNSDGKDTARTVTAVDNSATNQNTQS SNTTSGTGTADTN 

SSQLNSNGNSNLVPGNVPNTRFSGYSSFRSPDSRKPTLPLPLQTKSQTSSPASAVAPGLPLTGGSNAYF 

AGMQQSPVGGSYVNYPAQVYQQYQQFQNQLQLQEQQQQQQQQQQKQQSQPQPSSQSVGNQNAQLESAAR 

FRSGLPTGTQFNNGEQTPISGLPSRYVNDMFPFPSPSNFLAPQDWPSGITPTTHLPQYFVNMPLSGIGS 

QQSQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQNAQQQSQVPVIPIQTQTSQQMASTT 

NHKSANLIPGFLQNPTQATGNSANASKSSDAGDGTNPTTAGSSSSADVNNTNNGPNKNT 

YAL003W_homolog 693bp public: 1..693(SEQ ID NO 507) 

ATGAGTGACAAAGAAGATTTAAATCTTATATCTGACAATAATAGAGTTATTTCAATGAGACAATTGATT 
TTACAATTACTGACTACAGGAATAAACAAAAAATATAAACGATATACTAACATGTTTGATAGTACTACT 
GCCACTCAAGCTGATGTCACTGTCTACAAAGCTTTCCAAAAGGAATTCCCACAATTCACCAGATGGTTC 
AACCACATTGCTTCATTCACTGAAGAATTCGAAGACTTGCCAGCCGGTAAAGCCCCAGCCGCTTCTGGT 
TCTGCTGCTGCCGCTGCTGAAGAAGAAGATGACGAAGATGTCGACTTGTTCGGTTCTGATGATGAAGTT 
GATGAAGAAGCTGAAAAATTGAAGCAACAAAGATTAGCTGAATACGCTGCTAAGAAGGCTGCTAAAGGT 
CCAAAACCAGCTGCCAAATCTATTGTCACCTTGGATGTCAAACCATGGGATGATGAAACTGATTTGGAT 
GAATTATTGACCAACGTCAAAGCTATCGAAATGGAAGGTTTGACTTGGGGTGCTCACCAATGGATTCCA 
GTTGGTTTCGGTATTAAAAAATTACAAATTAACTTGGTTGTTGAAGATGCTTTAGTCTCATTGGATGAC 
TTACAAGCTGCTGTTGAAGAAGATGAAGACCACGTCCAATCTACTGATATTGCTGCTATGCAAAAATTG 
TAA 

YAL003W_homolog 230aa(SEQ ID NO 508) 

MSDKEDLNLISDl^RVISMRQLILQLSTTGINKKYKRYTNMFDSTTATQADVTWKAFQKEFPQFTRWF 
NHIASFTEEFEDLPAGKAPAASGSAAAAAEEEDDEDVDLFGSDDEVDEEAEKLKQQRLAEYAAKKAAKG 
PKPAAKSIVTLDVKPWDDETDLDELLTNVKAIEMEGLTWGAHQWIPVGFGIKKLQINLWEDALVSLDD 
LQAAVEEDEDHVQSTDIAAMQKL 

YAL060W_homolog 1185bp public: 1..1185(SEQ ID NO 509) 

ATGAAGGCAATTGTATACCACGATAGAGGAGATATTAGATACGACCCCAATTTCCCTGATCCACAAATC 
ATTCGACTGGATGATGTCAAAATCAAAGTTCATTATTGTGGGATTTGCGGTACTGATTTAAAAGAATAT 
AGTGATGGGCCGATTTTTTTCCCACCGAAAGGTGAATTGAATGAAATTTCTCAAATGGAATCAATTCAA 



WO 02/064766 PCT/EP01/15398 

S^™S C ^™ GTCCAAG ™^^ 



^TCAATTCCATTATATCCTATGGAAATTA^^ 
GTTAAAAAAGATTTTGAAGAATCAATTAAAGCAATTGAAAATGGTTTA^ 



^S^- h ° m0l0g 1116b P Public: 1..1116(SEQ ID NO 511) 



YBL058W_homolog 371aa(SEQ ID NO 512) 



YBR039W_homolog 804bp public: 1..804{SEQ ID NO 513) 



JAGAACTTAT 

AlTGCTGATGAAATTGCTAAATOAGGTAACTATG 
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AAGAATGCTGGTGATATGATCAACAGTTACTCTATTTTGTATAACAGAACTAGACAAGCCGTCATTACC 
AACGAATTGGTTGATATCATTACTGGTGCTTCCTCATTGGACTAG 

YBR039W_homolog 267aa<SEQ ID NO 514) 

MRLKSIKNIEKITNTMKIVASTRLSKAQKAMASSRVFNETDKEFLSNAEPKPIEEEASKSDDKTLLIW 
S SDKGLCGS IHSQVSKAARKRTEELNGNVDI VC IGDKVKAQILRTYADKVKLAFNGVGKEEPNFTEVAL 
IADEIAKLGNYENVEILYNKFVSGVSFEPSKFSIYAADAIANSPGLSKYELENEEITSDVAQFSLANNL 
LTAMAEGYASEVSARRNAMDNASKNAGDMINSYSILYNRTRQAVITNELVDIITGASSLD 

YBR062C_homolog 450bp public: 1..450<SEQ ID NO 515) 

ATGTTATCTGCATCTAACGAAGAAGCCATAGCATCAGCATTGCGACAATTGAGTGAATCAGAAGGATCA 
ACACTTGCTCAATCACTCATGGATCTGCTTGGTGAACAAAAGACATCGAAGGGGGTCACTGACGAATAC 
TTGGATACTTTGGAACGTATTCCAGTAAAACAAATTACTGATAAAGACGCATCTTGTCCAATTTGTACA 
AATCGATTCAAAGATGATAAGCATCCATTGATTGTCAGATTGCCTTGTGGTCATGGAGTCAATCATATT 
TTTGATTTGGAATGTGTTGGGCCGTGGTTGCAAATGAATTCCACTTGTCCAATGTGTCGAACCAATATC 
TTAGAGGTAGAAGCTAATAGAAGGAAAATAATAGATGAAGAAATAAAAAAGGCCCAAGAAGAAGATTCC 
GAGGAAGAAGAAGAAGGTTGGGATATATATGGATAA 

YBR062C_homolog 149aa(SEQ ID NO 516) 

MLSASNEEAIASALRQLSESEGSTLAQSLMDSLGEQKTSKGVTDEYLDTLERIPVKQITDKDASCPICT 
NRFKDDKHPLIVRLPCGHGVNHIFDLECVGPWLQMNSTCPMCRTNILEVEANRRKIIDEEIKKAQEEDS 
EEEEEGWDIYG 

YBR101C_homolog 855bp public: 1..855(SEQ ID NO 517) 

ATGGAAAAATTATTACATTGGACAATTGCACAACAATCAGGGGATAAAGCAGCTCTTGAAAAGATTGGA 
GAACCCGATCAAAAGGCACTTAATCAATTATTTGGTGGTCCCGATGAAGCCACTTTAATGAAGGAAAGT 
ATAAAAGTTGTTGAATCAACCGATGTTTCATTAGAAGATAAAGAGATCGCCTTGGAAAATTTCGAAATG 
TTGATTGAAAATTTAGATAATGCAAATAATATTGGTAATTTGAAATTATGGAATCCATTGATTGACATT 
TTAGCCAAAGAAGATACCCCTGTTGAATTGAAAGTACTTATTTGTGGAATAATTGGAACCGCTGTACAA 
AACAACCCCAAATCTCAAGAAGATTTCAATGAAACTGAAGGATTGAGTGAATTGATAGAATTAGCACAA 
GATGACAAAAAATTTGAATTACAACTGAAGGCATTGTTTGCTATTTCTTCATTTATCAGAAATTTTCAA 
CCTGGATATGCAAAGTTTGAGAAATTGCAAGGTTTGAAACTCATTAATTTTGATAACAAGAACAACAAG 
TATCAATTGAGAATTTTATCATTAATATCATCCATTTTGAGTAATGGGTTAGACGATAGCTTGAAAGCA 
CAATTCAAAGAAGCAAAATTACCTCACTATTTAGCCTCGGTATTGAATGAGGATTCAAACACTAGTTTG 
GTGGACAAATCTTTAAACATTGTTTCTCAATTGAATCAATTAAACTATGAGTTTAGCTTAGAAGAAAAA 
TATGAAATAAATAGAGGAATCCAAGTGGTTGAAGGGTTGAGTGAGAAACTTAATATTGATGATCTCAAT 
AATGCCAAACAGGCCACATCCTCTTAG 

YBR101C_homolog 284aa(SEQ ID NO 518) 

MEKLLHOTIAQQSGDKAALEKIGEPDQKALNQLFGGPDEATLMKESIKVVESTDVSLEDKEIALENFEM 
LIENLDNANNIGNLKLWNPLIDILAKEDTPVELKVLICGIIGTAVQNNPKSQEDFNETEGLSELIELAQ 
DDKKFELQSKALFAISSFIRNFQPGYAKFEKLQGLKLINFDNKNNKYQLRILSLISSILSNGLDDSLKA 
QFKEAKLPHYLASVLNEDSNTSLVDKSLNIVSQLNQL^EFSLEEKYEINRGIQVVEGLSEKLNIDDLN 
NAKQATSS 

YBR139W_homolog 1653bp public: 1..1653(SEQ ID NO 519) 

ATGCAATTATCTACATTAGTCACTTGGTTGGCTGCTTTAACTGTCGGTGCACAGGCAGTATCATTCGGC 
AACAATTTAAAAGATCAGATTATATTGGATTCTGAGGAAAGCTCCCCAGATTTATATTTGGAGTCAGTG 
TTCAAAGACTTGGGTTCATTGCCAGTTGATTTGATTACTGCTTGGGCAGAAATGCAATCTGAATTATCA 
CCTGAACAAATTGCCAAATTAATCAATCAATATGAGTCTAAAAATGAAAAACCAAAGAAAAATAAGTTT 
AATCCAATGTCGACATTTTCTTCACCAAGTTCCAAGTTTGAAAAGCTTTCCAATGATAAATTTGCTGGT 
TATTCAATGCGTGTAAAAGAGAGTTTCCCAGAAATTTTGGGTCTTGATACAGTGAAACAATACACTGGG 
TATTTAGATATTGACTCATTAGATAAACATCTTTTCTATTGGTTTTTTGAAAGTAGAAATGATCCAAAG 
AATGATCCTATTATTTTATGGCTCAATGGTGGTCCAGGTTGCAGCTCTTCAACGGGATTATTTTTTGAA 
TTAGGACCATCCTCGATCAACAAAACTTTACACCCAGTTTACAACCCATATTCTTGGAATTCCAATGCG 
TCGGTTATTTTCTTAGATCAACCCGTTGGAGTTGGATATTCGTATACAGGAGGAGATGAAGTTAAGAAT 
ACTCTCACTGCTGCTAAAGACGTTTATGTGTTTTTGGAATTGTTTTTCCAAAAATTCCCACAATTTTTG 
ACTAATAAGTTTCACATTGCCGGTGAATCTTACGCCGGTCATTATATACCAGCATTTGCTTCAGAAATC 
ATTAACAATGCCGATAGGTCATTTGAGTTGGCATCTGTGTTGATTGGTAACGGTATCACCGATCCATTG 
ATTCAAGATGGTTCCTATAAACCAATGGGCTGTGGTGAAGGTGGTTACAAACCTGTTTTGACAACTGAA 
CAGTGTGATCAAATGGAAAGGGATTATCCTAGATGTGCTAAATTGACTAAATTATGTTACAGTTTCCAA 
TCTGCCTTGACTTGTGTTCCAGCTCAATACTACTGTGATTCCCGTTTATTTCAACCTTATGCTCAAACA 
GGATTAAATCCTTATGATATCAGAAAGGATTGTGCCGAGCAAGGTGGTAATTGTTACGTAGAAATGGAT 
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TACTTGGATGAATACTTGAATCTCGATTATGTGAAAGAAGCTGTTGGTGCTTCTAATATTGACATTTTT 
ACTTCATGTGATGACACCGTGTTTAGAAACTTTATTTTAGATGGTGATGAAATGAAACCTTTCCAACAA 
TATGTTGCTGAGTTATTGGACAATAATGTACCTGTATTGATTTATGCTGGTGACAAAGATTATATTTGT 
AATTGGTTGGGTAACTTGGCATGGGTAAACGAATTGGAATATTCAGATAGTGAACATTTTGCACCAAAA 
CCATTACAATTATGGAAACAAGATGGCAAGAAAGCTGCTGGAGAAGTCAAGAATCACAAACATTTTACA 
TTCTTGAGAATTTATGACGCTGGTCACATGGTTCCCTTTGATCAACCAGAAAATGCTCTTAGTATGGTT 
AATACTTGGGTACAGGGAGATTATTCTTTTGGTTTAGAGGGTAATAAATTATCTGAAGCTGATTAA 

YBR139WJiomolog 550aa(SEQ ID NO 520) 

MQLSTLVTWLAALWGAQAVSFGNNLKDQIILDSEESSPDLYLESWKDLGSLPVDLITAWAEMQSELS 
PEQIAKLINQYESKNEKPKKNKFNPMSTFSSPSSKFEKLSNDKFAGYSMRVKESFPEILGLDTVKQYTG 
YLDIDSLDKHLFYWFFESRNDPKl^PIILWLNGGPGCSSSTGLFFE 

SVIFLDQPVGVGYSYTGGDEVKNTLTAAKDVYVFLELFFQKFPQFLTNKFHIAGESYAGHYIPAFASEI 
INNADRSFELASVLIGNGITDPLIQDGSYKPMGCGEGGYKPVLTTEQCDQMERDYPRCAKLTKLCYSFQ 
SALTCVPAQYYCDSRLFQPYAQTGLNPYDIRKDCAEQGGNCYVEMDYLDEYLNLDYVKEAVGASNIDIF 
TSCDDWFRNFILDGDEMKPFQQYVAELLDNNVPVLIYAGDKI)Y 

PLQLWKQDGKKAAGEVKNHKHFTFLRIYDAGHMVPFDQPENALSMVNTWVQGDYSFGLEGNKLSEAD 
YCL052C_homolog 1446bp public: 1..1446(SEQ ID NO 521} 

ATGAGACAAAGAACAACCATTTATAATCCTTATTCTAGTCATGATGGAATCATAACTAATCTTAATCGA 
ACAAATTTCCAATTATCAAGCATACCTAATCATTTATTCACAATTGAGAATAAATATACCATCACCACC 
ACCACCACACAACCTAACAAATCATCATTATATCTGGCAATTAAAGAATTAAGAATTCAAACGAAATTC 
AATAATAATGAATCAGGTATACCAATTTTTTCATTTCATTATGAACCAGGACTTAATATTTATGCTGTA 
CCACAATCTAATGTCGACAAATTAGAATTTTGGCAACAAGTTGAACAATTGATAATGGAATTATTAGGG 
ATTAAATTATCTTCACAACAATGGATTGCTAATGTTAATTCTTTTTATTATCATGATATTCAACCTCAA 
CCATTATTGAATTTGAAAGAAGGATGGAAATTCAATTTACATCCTAAATCCAATTATGATTATATATAT 
AATCAAGATAAAATTATTATTCGGGAATTGTTAACAAATGTGTCAGAAATAGAATTTAATCTTGAACTG 
GGTATTTATAAAGAAATTGGTTTGTTTTTAATTGATGAAAAAATCTCAACTAATGATGATTTGAATTTA 
AGTGGTATTAGAGTGATATTAGATGAAGATAGTAATACTAATAACAAAGAAGAATCGATACATAAGACA 
ATGTTTCATATAAAACCAAGACATAGGAGTTTTGATGATTCTACCACCATCACCACCACCAAGATCATT 
CCACAAGGATTACATCCTATTTTGAGTACTGAACTTAACACAACAACTATTGTTATTCCAACTGATTTT 
GATGTTGAAGAATGTAAATTTTATTATTATTTGAATTTAAATAAATCATTAATATTTGATCAATTTCAA 
AACATTCCAATAGGATCGCAATTAATTATTAATAATGGGAATAAAAATTTAGAATTACCAGAATATAAA 
ATTAATCAATGGGGTAATGAACTTTTATTTGAATTTGAATTTGATAATGATAATGATATCCCTCATCAT 
ATAAAtTTAACAGTTCATTCAAGATATCAATTACCTCAAAATAATCATTCCCATTCCCAAATTAGTAAT 
GTTTTAAATTCGTTACCAAATATTTTTATAGGTTGTAATGTCAAAGAAGGAAATTTATTAGATAAATCA 
CCTTTTGATACTAAAAGAGATGTTAAAATTGGTGGTAATTATGAAATTTATTTTACTGAAGATACAGTT 
TTTTATCATTTACAGAATTCCGACAATTCCGGCAATTCCGGTAGTTCAACATTATTAGAAATTAATATT 
CCTCATGGGAAAACTACATTTGATAGAGTCAATAATATAACTTCACTTGGTTTATTAATTGGTGTATTG 
ATGATTTTATATGCCATTTCAATAAGAGTTTTCATGAGTACCACTTCAAAGACGAAAAGGGATTAA 

YCL052C_homolog 481aa(SEQ ID NO 522) 

MRQRTTIYNPYSSHDGIITNLNRTNFQLSSIPNHLFTIENKYTITTTTTQPNKSSLYSAIKELRIQTKF 
NNNESGIPIFSFHYEPGLNIYAWQSNVDKLEFWQQVEQLIMELLGIKLSSQQWIANVNSFYYHDIQPQ 
PLLNLKEGWKFNLHPKSNYDYIYNQDKIIIRELLTNVSEIEFNLESGIYKEIGLFLIDEKISTNDDLNL 
SGIRVILDEDSNTNNKEESIHKTMFHIKPRHRSFDDSTTITTTKIIPQGLHPILSTELNTTTIVIPTDF 
DVEECKFYYYLNLNKSLIFDQFQNIPIGSQLIINNGNKNLELPEYKINQWGNELLFEFEFDNDNDIPHH 
INLTVHSRYQLPQNNHSHSQISNVl^SLPNIFIGCNVKEGNLLDKSPFDTKRDVKIGGNYEIYFTEDTV 
FYHLQNSDNSGNSGSSTLLEINIPHGKTTFDRVNNITSLGLLIGVLMILYAISIRVFMSTTSKTKRD 

YCR009C_homolog 882bp public: 1..882(SEQ ID NO 523) 

ATGTGGAAAAAGAAAAAGAGGGAATTTTTTTTTTGTCATTCATTTTTTTTTTTCTTTTATCTCGCACAT 
TTCTTTCTTCAACTAGACATGTCTTGGGGAGGATTTAAGAAAGCAATCAATCGAGCTGGCGCATCTGTT 
ATTGTCAAGGATGTTGACAAGACTATGGATAAGGACTTTGATGTGGAGGAGAGAAGGTACAAGACCTTA 
AAGACTGCAGGGACGAATTTACAGAAAGCTGCCAAGGGGTATTTGGACAACATCAGAGCAATCACGAAT 
TCCCAAGTCACAATTGCCGAGATTATTTATAACTTGTACGAGGAGTCGAAGCAGGGACAATCGCTCTAC 
TCGAATGTTGGGACTTATTACATGCAGAGTGTCAAGGAGTTTGATGAGGAGACTGTGAAACAGATTGAT 
GGCCCGTATAGGGAGACTGTTTTGGATCCAATTGGAAAGTTTTCCAACTACTTTAGTGAGATTGACGAA 
GCAATCAAAAAGAGAGCACACAAGAAGATTGACTATGAGCAGTGCAAAGCCAAAGTTAGACGGTTAGTC 
GATAAACCTGCCAAAGATGCGGCCAAGTTGCCACGCGCCGAGAAGGAATTGTCGATGGCCAAAGAGATT 
TACGACGAGTTGAATGACCAGCTCAAGGCCGAGTTGCCGCAGTTGATTGCATTGAGGGTGCCTTTCTAC 
GATCCGTCGTTTGAGGCGTTGGTCAAGATCCAGTTGAGGTTCTGTACTGAGGGGTACTCGAGATTGGCA 
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CAGATCCAACAGTACTTGGACCCAGCGTCCAGAGACGAGTATGCCAATGGGTTGTTGGACGGCAAGATT 
GATGATATGTTGGCACAAATGCAAGGTTTGAGTATAACTTCTTTAGGAAAGTAG 

YCR009C_homolog 293aa(SEQ ID NO 524) 

I^KKKKREFFFCHSFFFFFYLAHFFLQLDMSWGGFKKAINRAGASVIVKDVDKTMDKDFDVEERRYKTL 
KTAGTNLQKAAKGYLDNIRAITNSQVTIAEI I YNLYEESKQGQSLYSNVGTYYMQSVKEFDEETVKQ ID 
GPYRETVLDPIGKFSNYFSEIDEAIKKRAHKKIDYEQCKAKVRRLVDKPAKDAAKLPRAEKELSMAKEI 
YDELNDQLKAELPQLIALRVPFYDPSFEALVKIQLRFCTEGYSRLAQIQQYLDPASRDEYANGLLDGKI 
DDMLAQMQGLSITSLGK 

YCR010C_homolog 858bp public: 1..858(SEQ ID NO 525) 

ATGTCAGCTGATTTAGAAAATCAACAACCACAAGATCATCATCTTATTATTGAAAACAAGGGTGATAAC 

AGTAGCAACCACCACCACCACAACAACAATTCAACATCACCTTATGATCCTCATCATCCAATTACTAAA 

ATTGAAACTGATGGAGATTATGTTACTTTTGGTAATGAAAGATATTTACGTTCTGATTTAGTTGAAGCA 

TTTGGTGGTACTTTAAATCCAGGGTTAGCTCCACCACCTAAAAATGATTTTGCTAATCCTGCTCCATTG 

GGATTATCGGCATTTGCTTTAACAACATTTGTTTTAAGT1TAATTAATTGTGAAGCTAGAGGGGTTACT 

ATTCCTAATATTGTTGTTGGATTGGCATTTTTCTATGGTGGTGCTGCTCAATTAGTTGCTGGTATGTTT 

GAATTGGCCGTTGGTAATACTTTTGGTGGTGTTGCTTTGAGTTCATACGGAGGATTTTGGGGTGCTTGG 

GCTGCTATTCAAGTTGATTCATTTGGTATTAAAGCTGCTTATGCTAATAATACTGAAGAATTACATTAT 

GCTGTGGGGATATTTTTAATTGGTTGGTTTATTTTCACATTTTTCTTGATGCTTTTAACCGT^ 

ACTGTGGCATTCTTTTTAATATTTTTCTTTTTAAGTATTACATTTTTATTATTGGCAATTTCTGATTTT 

ACTGGTAAAGTGGCAATTAAAAAAGCCGGTGGAGTGTTTGGTTTAATTACTGCTTTTGTTGCTTGGTAT 

AATGCTT ATGCTGGTATTGCTAATCCTC AAAATAGTTATATTACTGTTAAAGC TATTC CATTACCAGAT 

TTACAAGATCCAACAAGAAAAAATAAATAA 

YCR010C_homolog 285aa(SEQ ID NO 526) 

MSADLENQQPQDHHLIIENKGDNSSNHHHHNNNSTSPYDPHHPITKIETDGDYVTFGNERYLRSDLVEA 
FGGTLNPGLAPPPKNDFANPAPLGLSAFALTTFVLSLINCEARGVTIPNIWGLAFFYGGAAQLVAGMF 
ELAVGNTFGGVALSSYGGFWGAWAAIQVDSFGIKAAYANNTEELHYAVGIFLIGWIFTFFLMLLTVK^ 
WAFFLIFFFLSITFLLLAISDFTGKVAIKKAGGWGLITAFVAWYNAYAGIANPQNSYITVKAIPLPD 
LQDPTRKNK 

YCR021C_homolog 1029bp public: 1..1029(SEQ ID NO 527) 

ATGTCCGCTGCTGTTTCAACTTTATCCGATATCATCAAACGTAATGATGCTGTTAACGTGAACCCACCA 
AACCCAATTATTGATTTACATATCACTGAACATGGTAGTGATTGGCTTTGGGCTGTTTTTTCAGTTTTT 
GCATTATTTGCAATTGTGCATGGATTCATTTACAGTTTTACTGACGTTAGAAAATCTGGTTTGAAGAGA 
GCTTTATTGACTATCCCATTATTTAATAGTGCTGTTTTTGCCTTTGCTTACTATACTTATGCTTCTAAC 
TTGGGCTATACTTGGATTTTGACAGAATTCAACCATGCTGGTACTGGTTTTAGACAAATCTTTTATGCA 
AAATTTGTTGCTTGGTTCTTGGGTTGGCCATTAGTGTTGGCTATTTTCCAAATTATCACCAATACCAGC 
TTTACTACTACTGAAGATGAGTCTGATTTGCTTAAGAAATTCATTTCTTTGTTTGAAGCTTTGTTTACT 
AGAGTTTTGGCAATTGAAGTTTTCGTCTTGGGTTTATTGATTGGTGCTTTAATTGAATCTACTTACAAA 
TGGGGTTATTTCACTTTTGCTGTTGTGTTCCAATTGTTTGCTATTTATTTAGTCATTAATGATGTGGTT 
GTTTCATTTGGTTCATCTTCTCATTCAGTCTTTGGCAATGCTCTTATCCTTGCTTTTGTTATTGTTTGG 
ATTTTGTACCCAGTTGCTTGGGGTTTGAGTGAAGGTGGTAATGTTATTCAACCAGATTCAGAAGCAGTG 
TTCTATGGTATTTTGGATTTGATCACTTTTGGTGTTATTCCAATTATCTTGACTTGGATTGCCATTAAT 
AACGTTGATGAAGAATTCTTCACCAAAATATGGCATTTCCATTTGAAACCAGAAAATGAACATGCTCCA 
ACTGCTACTGAAGATGTTGAAAAAGCAGTTGGTGAAACCCCAAGACATTCTGGTGATACTGCTGTTGCT 
CCATCAGGTGTTCCAGACACTGGTGTTGCTCAAGCACAAGCCGAAGCTGAAGAACGTATTTAA 

YCR021C_homolcg 342aa(SEQ ID NO 528) 

MSAAVSTLSDIIKRNDAVNWPPNPIIDLHITEHGSDWLWAVFSVFALFAIVHGFIYSFTDVRKSGLKR 
ALLTIPLFNSAVFAFAYYTYASNLGYTWILTEFNHAGTGFRQIFYAKFVAWFLGWPLVLAIFQIITNTS 
FTTTEDESDLLKKFISLFEALFTRVLAIEVFVLGLLIGALIESTYKWGYFTFAWFQLFAIYLVINDW 
VSFGSSSHSVFGNALILAFVIVWILYPVAWGLSEGGNVIQPDSEAVFYGILDLITFGVIPIILTWIAIN 
NVDEEFFTKIWHFHLKPENEHAPTATEDVEKAVGETPRHSGDTAVAPSGVPDTGVAQAQAEAEERI 

YDRl78W_hoinolog 510bp public: 1..510(SEQ ID NO 529) 

ATGATTTCAACTTATTCACGTATTGGTTTAACCACTTTAACTAAATCATCATCATCATCATCATTAACT 
ACTACTGTTAGACCATTATTATTGGCCAATTTTACTAGAGGAATTAAAACTATTCCTCAACCACCAGGT 
TATATTGTTGGTACAGTTAATGATGCTTATGTACCACCACCACCACATAAATTAGAAGGTTCATTACAT 
TGGACTAGTGAAAGGATTGTTGCTATTGGTATGTTACCATTAGTTTTAGCACCATTTATTACTGGTGGT 
GGTGCTTCGACTTTAATTGATTCCACCATGTCAGCATTATTATTATTTCATTGTCATACTGGTTTCCAA 
AGTTGTATTATAGATGATATTCCTAAAAGAGTTTATGGATCTTATCATAATTATGCCATGTATTTATTG 
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ACTTTTGGTACTGGTATTGCTGGTTATGGTATTTATCAAATTGAAACTAAAGAAGGTGGTGTTTCCAAT 
ATTATTTCAAAACTTTGGAAAGCTTAA 



YDR178W_homolog 169aa(SEQ ID NO 530) 

MISTYSRIGLTTLTKSSSSSSLTTTVRPLLLANFTRGIKTIPQPPGYIVGTVNDAYVPPPPHKLEGSLH 
WTSERIVAIGMLPLVLAPFITGGGASTLIDSTMSALLLFHCHTGFQSCIIDDIPKRVYGSYHNYAMYLL 
TFGTG I AG YG I YQ I ETKEGGVSN IIS KLWKA 

YDR202C_homolog 387bp CDS: l..>387 public: 1..387 (SEQ ID NO 531) 

ATGACAGCAAATATCTTGAATAATAAAACATTCATAGATACTGTATTATCAATACAATCAACTCAAAAT 

GATAAAGAATTACATTGGTATATTATAAATATAATTTTACCCGATTTACCTCAAATCATAGAGACTTTA 

CAGATTTGTTCAAATTTGTTGATGTACAATTCACCACAAGAACCTGATTCCAAACAATGTATTGAAAAA 

GGTCCATCTATCAAGCTACCTTTGTCTTTAACCAATCAACAAGATTCTGTCAATGGGATAATAACCCGA 

GATGGACCATATATCACAGATCTTAATTTGACGGTTAAGAATCATTATTTCAACAAGCATTTCCATAAG 

TTGCGCTTAATAAAGCCAATGGTTTTAGAACAACTTGTTAAT 

YDR202C_homolog 129aa(SEQ ID NO 532) 

MTANILNNKTFIDTVLSIQSTQNDKELHWYIINIILPDLPQIIETLQICSNLLMYNSPQEPDSKQCIEK 
GPSIKLPLSLTNQQDSWGIITRDGPYITDU^LTVKNHYFNKHFHKLRLIKPMVLEQLVN 

YDR256C_homolog 1458bp public: 1..1458(SEQ ID NO 533) 

ATGGCTCCAACATTTACGAATTCTAACGGTCAACCAATTCCAGAACCATTTGCCACTCAAAGAGTTGGT 
CAACACGGTCCATTGTTGTTACAAGATTTCAACTTGATTGATTCATTGGCCCATTTCGATAGAGAAAGA 
ATCCCAGAAAGAGTTGTCCACGCTAAAGGTTCCGGTGCTTATGGTGTTTTTGAAGTCACTGACGATATC 
ACTGATATTTGTGCTGCCAAATTCTTGGACACTGTTGGTAAGAAAACTAGAATCTTCACCAGATTCTCT 
ACTGTTGGTGGTGAATTAGGTTCTGCTGATACTGCTAGAGATCCAAGAGGTTTTGCTACCAAATTTTAC 
ACTGAAGAAGGTAACTTGGATTTGGTTTACAACAACACTCCAGTGTTTTTCATTAGAGACCCATCTAAA 
TTCCCACATTTCATCCACACCCAAAAGAGAAACCCAGAAACTCACTTGAAGGATGCTAACATGTTTTGG 
GATTACTTGACTAGCAATGAAGAATCCATTCATCAAGTTATGGTTTTATTCTCCGACAGAGGTACTCCA 
GCTTCTTACAGAGAAATGAATGGTTACTCTGGTCACACTTATAAATGGTCCAACAAAAAAGGTGAATGG 
TTTTACGTTCAAGTTCATTTCATCAGTGACCAAGGTATTAAGACTTTGACCAACGAAGAAGCTGGTGCT 
TTAGCTGGATCTAACCCAGATTACGCCCAAGAAGATTTGTTCAAGAACATTGCTGCTGGTAACTACCCA 
TCATGGACTGCTTACATTCAAACCATGACTGAAGCCGAAGCTAAAGAAGCTGAATTTTCTGTGTTTGAT 
TTGACCAAAGTTTGGCCACACAAGAAATACCCATTGAGAAGATTTGGTAAGTTCACTTTGAATGAAAAC 
CCAAAGAACTACTTTGCTGAAGTTGAACAAGCTGCTTTCTCTCCAGCCCACACTGTTCCTTACATGGAA 
CCATCTGCTGATCCAGTCTTGCAATCAAGATTGTTCTCCTATGCTGATACTCACAGACACAGATTGGGT 
ACCAACTATACTCAAATCCCAGTGAACTGTCCTGTCACCGGTGCTGTTTTCAACCCACATATGAGAGAT 
GGTGCTATGACTGTTAATGGTAACTTGGGTAGCCATCCAAACTACTTGGCCAGTGATAAGCCAGTTGAA 
TTCAAACAATTTTCTCTTCAAGAAGACCAAGAAGTTTGGAATGGTGCTGCCACTCCATTCCACTGGAAA 
GCCACCCCAGCTGATTTCAAACAAGCTCAAGAATTGTGGAAAGTGTTGAAGAGATATCCAAACCAACAA 
GAACATTTGGCCCACAACATTGCTGTACATGCTGCTGGTGCTGATGCTGCTATCCAAGACAGAGTGTTT 
GCATACTTTGGTAAAGTCTCTCAAGACTTGGCTGATGCTATCAAAAAGGAAGTTTTGGAATTATCTCCA 
AGAAAATAA 

YDR256C_homolog 485aa(SEQ ID NO 534) 

MAPTFTNSNGQPIPEPFATQRVGQHGPLLLQDFNLIDSLAHFDRERIPERWHAKGSGAYGVFEVTDDI 

TDICAAKFLDTVGKKTRIFTRFSTVGGELGSADTARDPRGFATKFYTEEGNLDLVYNNTPVFFIRDPSK 

FPHFIHTQKRNPETHLKDANMFWDYLTSNEESIHQVMVLFSDRGTPASYREMNGYSGHTYKWSNKKGEW 

FYVQVHFISDQGIKTLTNEEAGALAGSNPDYAQEDLFKNIAAGNYPSWTAYIQTMTEAEAKEAEFSVFD 

LTKVWPHKKYPLRRFGKFTLNENPKNYFAEVEQAAFSPAHTVPYMEPSADPVLQSRLFSYADra 

TNYTQIPWCPWGAVFNPHMRDGAMTWGNLGSHPNYLASDKPVEFKQFSLQEDQEVWNGAATPFHWK 

ATPADFKQAQELWKVLKRYPNQQEHLAHNIAVHAAGADAAIQDRVFAYFGKVSQDLADAIKKEVLELSP 

RK 

YERl03W_homolog 1971bp public: 1..1971(SEQ ID NO 535) 

ATGTCTAAAGCTGTTGGTATTGATTTAGGTACAACCTATTCTTGTGTTGCTCATTTTGCCAATGATAGA 
GTTGAAATTATTGCTAATGATCAAGGTAATAGAACTACCCCTTCATTTGTTGCCTTCACTGATACTGAA 
AGATTGATTGGTGATGCTGCCAAGAATCAAGCTGCTATGAACCCAGCAAACACTGTTTTCGATGCTAAA 
CGTTTAATTGGGAGAAAATTTGATGATCCAGAAGTTATAAATGATGCTAAACATTTCCCATTTAAAGTC 
ATTGATAAAGCAGGTAAACCAGTGATTCAAGTTGAATATAAAGGTGAAACTAAAACATTTTCACCAGAA 
GAAATTTCTTCAATGGTTTTAACAAAAATGAAAGAAATTGCTGAAGGTTATTTGGGTTCTACTGTTAAA 
GATGCCGTTGTTACCGTTCCAGCTTATTTCAATGATTCTCAAAGACAAGCCACCAAAGATGCTGGTACT 



WO 02/064766 



PCT/EP01/15398 



162/251 

ATTGCTGGTTTGAATGTTTTAAGAATTATTAATGAACCTACTGCTGCTGCCATTGCTTATGGTTTAGAT 
AAAAAAGGTTCCAGAGGTGAACATAATGTTTTAATTTTCGAT 

TTATTAGCCATTGATGAAGGTATTTTCGAAGTTAAAGCCACTGCTGGTGATACTCATTTGGGTGGTGAA 
GATTTTGATAACAGATTAGTCAACTTCTTTATTCAAGAATTCAAGAGAAAGAACAAGAAAGATATTTCC 
ACCAACCAAAGAGCTTTAAGAAGATTAAGAACTGCTTGTGAAAGAGCCAAGAGAACTTTGTCTTCTTCT 
GCTCAAACCTCAATTGAAATTGATTCCTTATATGAAGGTATTGACTTCTACACTTCAATCACCAGAGCC 
AG ATTTGAAG AATTGTGTGCTGACTTGTTC AGATC CACTTT AG ATC CAGTTGGTAAAGTTTTAGCTG AT 
GCCAAGATTGATAAATCTCAAGTTGAAGAAATTGTCTTGGTTGGTGGGTCCACCAGAATTCCAAAGATT 
CAAAAATTGGTTTCTGATTTCTTTAATGGTAAAGAATTGAATAAATCTATCAACCCTGATGAAGCTGTT 
GCTTATGGTGCTGCTGTTCAAGCTGCCATTTTAACTGGTGATACTTCTTCCAAGACTCAAGATATTTTG 
TTATTGGATGTTGCTCCATTGTCATTAGGTATTGAAACTGCTGGTGGTATCATGACCAAATTGATTCCA 
AGAAATTCTACTATTCCAACTAAGAAATCAGAAACTTTCTCCACTTATGCCGATAACCAACCAGGTGTT 
TTGATTCAAGTGTTTGAAGGTGAAAGAGCTAAAACTAAAGATAACAACTTGTTGGGTAAATTTGAATTA 
TCTGGTATTCCACCAGCTCCAAGAGGCGTCCCTCAAATTGAAGTTACTTTCGATATTGATGCTAATGGT 
ATCTTGAATGTTTCTGCTTTAGAAAAAGGTACTGGTAAAACTCAAAAGATTACTATCACCAACGATAAA 
GGTAGATTATCCAAAGAAGAAATTGATAAAATGGTTAGTGAAGCTGAAAAATTCAAAGAAGAAGATGAA 
AAGGAAGCTGCTAGAGTCCAAGCCAAGAATCAATTGGAATCTTATGCTTATTCATTGAAAAACACAATC 
AATGATGGTGAAATGAAAGATAAGATTGGTGCAGATGATAAAGAAAAATTAACTAAAGCCATTGATGAA 
ACTATTTCTTGGTTAGATGCATCTCAAGCTGCTTCTACTGAAGAATACGAAGATAAACGTAAAGAATTA 
GAATCAGTTGCTAATCCAATCATTAGTGGTGCTTATGGTGCTGCCGGTGGCGCTCCAGGTGGTGCAGGC 
GGATTCCCAGGTGCTGGTGGCTTCCCAGGTGGTGCCCCAGGTGCCGGTGGTCCAGGTGGTGCTACTGGT 
GGTGAATCAAGTGGACCAACTGTTGAAGAAGTTGATTAA 

YERl03VOiomolog 656aa(SEQ ID NO 536) 

MSKAVGIDLGTTYSCVAHFANDRVEI I ANDQGNRTTPSFVAFTDTERL IGDAAKNQAAMNPANTVFDAK 
RLIGRKFDDPEVINDAKHFPFKVIDKAGKPVIQVEYKGETKTFSPEEISSMVLTKMKEIAEGYLGSTVK 
DAVVTVPAYFNDSQRQATKDAGTIAGLNVLRIINEPTAAAIAYGLDKKGSRGEHNVLIFDLGGGTFDVS 
LLAIDEGIFEVKATAGDTHLGGEDFDNRLVNFFIQEFKRKNKKDISTNQRALRRLRTACEI^AKRTLSSS 
AQTSIEIDSLYEGIDFYTSITRARFEELCADLFRSTLDPVGKVLADAKIDKSQVEEIVLVGGSTRIPKI 
QKLVSDFFNGKELNKSINPDEAVAYGAAVQAAILTGDTSSKTQDILLLDVAPLSLGIETAGGIMTKLIP 
RNSTIPTKKSETFSTYADNQPGVLIQVFEGERAKTKDNNLLGKFELSGIPPAPRGVPQIEVTFDIDANG 
ILNVSALEKGTGKTQKITITNDKGRLSKEEIDKMVSEA 

NDGEMKDKIGADDKEKLTKAIDETISWLDASQAASTEEYEDKRKELESVANPIISGAYGAAGGAPGGAG 
GF PG AGG F PGG A PG AGG PGG ATGGE S S G PTVEEVD 

YGR086C_homolog 954bp public: 1..954(SEQ ID NO 537) 

ATGCATAGAACTTATTCTTTAAGATCCACTAGAGCTCCAACTGCATCTCAATTACAAGCTCCACCTCCA 
CCACCATCATCTACCAAATCCAAATTTTTTGGTAAAGGTTCGATTAGTCATACTTTCCGTAAACAAGCT 
GCTGGTGCTTTAGGTCCAGAATTGTCGAGAAAATTGGCCATTTTAATTAAAATGGAAAAAAATTTAATG 
AGATCAATTGAAATCACTTCTCGTGAAAGAAAAGATGTTGCTAAACAATTATCTTTATGGGGTGAAGCT 
AATGAAGATGATATTAGTGATATCACTGATAAATTGGGGGTTTTAATCTATGAAGTTGGTGAATTGGAA 
GATCAATTTATTGATAGATATGATCAATATAGAATCACTTTGAAATCTATTAGAGATATTGAAGGTTCA 
GTTCAACCAAGTAGAGAAAGAAAACAAAAAATTACTGATCAAATTGCTTATTTGAAATATAAAGATCCT 
CAATCACCAAAAATTAATGTTTTAGAACAAGAATTGGTTAGAGCTGAAGCTGAATCTTTAGTTGCTGAA 
GCTCAATTGAGTAATATTACTAGAGAAAAATTGAAAACTGCTTTTAATTATCAATTTGATTCTATTAGA 
GAACACGCTGAAAAAATTGCTTTAATTGCTGGTTATGGTAAAGCTTTATTAGAATTATTAGATGAAAGT 
CCAGTCACTCCAGGTGAAACTAGACCAGCTTATGACGGTTATGAAGCTTCTAAACAAATTATTATTGAT 
GCTGAAAACGCTTTAGCTTCTTGGACTTTTGATTCTGCCGTTGTTCGTCCAACTTTATCATTAGCTGCT 
CATGATGAAGAAGCAGAAGAAGATTTAGAAGGTGCTTATGAAGATGATGAATTGGCTAATGAAGCTGAA 
AATTTAAGAATTGCTGAAAAAGATTTTGATGAAGTTGAAGCTAAAATTGCTGCTTAA 

YGR086C_homolog 317aa(SEQ ID NO 538) 

MHRTYSLRSTRAPTASQLQAPPPPPSSTKSKFFGKGSISHTFRKQAAGALGPELSRKLAILIKMEKNLM 
RSIEITSRERKDVAKQLSLWGEANEDDISDITDKLGVLIYEVGELEDQFIDRYDQYRITLKSIRDIEGS 
VQPSRERKQKITDQIAYLKYKDPQSPKINVLEQELVRAEAESLVAEAQLSNITREKLKTAFNYQFDSIR 
EHAEKIALIAGYGKALLELLDESPVTPGETRPAYDGYEASKQIIIDAENALASWTFDSAWRPTLSLAA 
HDEEAEEDLEGAYEDDELANEAENLRIAEKDFDEVEAKIAA 

YGR197C_homolog 1536bp public: 1..1536(SEQ ID NO 539) 

ATGTCTCATGATGATTCAAATCTGAATTCAAACCCCAGCTCAAATCCAACCTCCAATCCTGTGTCAAAG 
CCGTCTGATATGGGCAGATCAAGCAACGACAGTGGCTCCGAACCATCAATACAACATTTTACGTTAGCC 
CCACTCGAACCACAAGGCGATGAAGAGGATATGGAAATGGGTGAGCCAATATCACGACAATCAACCTTT 
CTTGAGAGAGTACAATCTCGATATTCATTTTTCCACGAGAATTTGCGAGCTCAAAGAAAGGAATTGTCC 
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ATGAAATATCTTAAAATTTATCTAGTCATGGCCATTGGTTGCTTAGGAGTGTTTTCTATATATTGGGGT 
TCAATGTATCAAAGAGAAACCCGAATTAAAAACTTGAAAATGTTGGTAGTTTTAGAAGATGAAGAAATT 
AATGGCATCCCTCCACTTTTTGGCAATCAGCTTCGTGATTTATTGGCCACCCCAACGGCTAGAACACTC 
GGCGATTGGAAAATATATAACACTAGCGAATTTGAAACTATTGCATCAAAACACAACAACACAATAAAT 
GAAGAGGTCATTCGTCAAATTCATCATCAAAATTATTGGGCCTCGATATATGTCAAGCAAAATTCATCT 
TATAACATATACAATGCATTAGCCAATGGTAATCAGTACAATGTCAGTGACTCTGTGTATTGTTACTAT 
GAAACAGGAAGACACCTAACTAGTGTTGGCCCATATGTGGTGGCATCTATAGATGCCATTCAAACTATG 
TGGTTGGATCAAAACCTGGTGATGAGGGACATTGTGAGAATTGGTAATATAACTCTTGACAATGCAAAC 
TCGGTTGCTGTCGCCACTACCGCCTTGGCATTCCAAATAATTGATATGAGACCATCTACTAGTGGAGTT 
TTAGTTGCAGCTTTACAAATTGGTCTTCTTTATCTTGTCATTGTTAGTTTTTTCAGTTTCAATTTTTTT 
GTCGATATAC AC CGATC AGTGGCATTAATGGTGAAG C AAAG AAACTTTTTACTTTATCGAGTTTTTGCA 
TCAATCATATCGTATTTTGTTATCAGTTTAATGTTTGGTO 

GCTGTTACATTTGGTAAATCTGGCTTCTTAGTTTACTGGATGGTAACATTTTTAACAATGTGGAGTGTT 
GGATTGGCTAACGAATTGGCCGCTATGCTCATACTTACTATCTATCCACCAATGGTTGGGTTTTGGTTG 
ATCTTCTGGGTAATTATAAATATCACACCCACATTCACACCAATTGCTTTGTTACCTGAATTTTATCGG 
TATGGTTACGCCATGCCATTGCATAATGCTTTTGAAATTTATTCTGTTATTTTTTTCAACACGTATAAG 
GGATTAATAGGAAGAAGCATTGGAATCATAATTGCATGGGTGGTATTTTTAACATTAATGGCACCAATA 
GTGGTGGTTTACTTTGGTAGCACTATGAGTAAAAAAGCTGCTGCTCCCGCTGCTGCTGCAAAAAAGGAA 
AAGGAAAAGTCAAAGTAA 

YGR197C_homolog 511aa(SEQ ID NO 540) 

MSHDDSNSNSNPSSNPTSNPVSKPSDMGRSSNDSGSEPSIQHFTLAPLEPQGDEEDMEMGEPISRQSTF 
LERVQSRYSFFHENLRAQRKELSMKYLKIYLVMAIGCLGWSIYWGSMYQRETRIKNLKMLVVLEDEEI 
NGIPPLFGNQLRDLLATPTARTI^DTOIYNTSEFETIASKHNNTINEEVIRQIHHQNYWASIYVKQNSS 
YNIYNALANGNQYWSDSWCYYETGRHLTSVGPYWASIDAIQTMWLDQNSVMRDIVRIGNITLDNAN 
S VAVATTALAFQ 1 1 DMRP STS GVLVAALQ IGLLYLVI VS F FS FNF FVD IHRS VALMVKQRNFLLYRVFA 
S 1 1 S YFVI SLMFGLVTLAFQ VDF AVTFGKSGF LVYWMVTF LTMWS VGLANEL AAML I LT I Y P PMVGF WL 
IFWVIINITPTFTPIALLPEFYRYGYAMPLHNAFEIYSVIFFNTYKGLIGRSIGIIIAWWFLTLMAPI 
VWYFGSTMSKKAAAPAAAAKKEKEKSK 

YGR250C_homolog 1890bp public: 1..1890(SEQ ID NO 541) 

ATGTCTGCTGCTGAAACTAATCAACTTCAAGAATCTATGGAAAAGTTGAACATTGGTTCAACTACTGAA 

GAACAATCAGCTGCTGCTGCTACTACCACTGCTGATCAATCAGCTGAAGAACAAGGAGAATCATCTGGT 

GTTGCCGAGAATTCTGCCTCCTTGTACGTTGGTGAATTGAACCCATCTGTTAATGAAGCTACCTTGTTC 

GAAATCTTTTCTCCAATCGGTCAAGTTTCCTCTATCAGAGTTTGTCGTGATGCTGTCTCTA 

TTAGGTTATGCTTACGTCAACTACCACAAGTACGAAGATGGTGAAAAGGCTATTGAAGAATTGAACTAC 

AACCCGATCGAAGGTCGTCCATGTCGTATCATGTGGTCTCAAAGAGACCCATCTGCTAGAAGATCTGGT 

GATGGTAATATTTTCATCAAGAATTTGCATCCAGCCATCGATAACAAAGCTTTGCATGACACCTTTTCT 

GCTTTTGGTAAAATTTTGTCTTGTAAGGTTGCCACCGATGAATTTGGTCAATCAAAGTGTTTTGGTTTT 

GTCCACTATGAAACTGCTGAAGCTGCTGAAGCTGCCATTGAAAATGTCAATGGTATGTTATTGAACGAT 

CGTGAAGTTTTCGTTGGTAAGCACATTTCTAAAAAAGACCGTGAATCTAAGTTTGAAGAAATGAAAGCC 

AACTTCACTAACATTTATGTTAAAAACATTGACTTGAACTATTCAGAAGAAAGCTTTGAAAAATTGTTT 

TCTCCATTCGGTAAGATTACTTCCATTTACTTGGAAAAAGACCAAGATGGGAAATCTAAAGGTTTTGGT 

TTTGTTAATTTTGAAGATCATGAATCTGCTGTTAAGGCTGTTGAAGAATTGAACGATAAAGAAATCAAC 

GGTCAAAAGATCTACGTTGGTAGAGCACAAAAGAAAAGAGAAAGATTGGAAGAATTGAAGAAAC7VATAC 

GAAGCTGTTAGATTAGAAAAATTGGCCAAATACCAAGGTGTCAACTTGTTTGTTAAGAATTTGGATGAC 

ACTATTGATTCTGAAAAATTAGAAGAAGAATTCAAACCATTTGGTACCATTACATCTGCCAAGGTTATG 

GTTGATGAAGCTGGTAAATCAAAAGGTTTTGGTTTCGTTTGCTTCACAACCCCAGAAGAAGCCACCAAG 

GCTATCACTGAAATGAACACCAGAATGATTAACGGCAAGCCATTGTATGTTGCTTTGGCTCAACGTAAG 

GATGTTAGACGCTCTCAATTAGAACAACAAATTCAAGCCAGAAACCAAATGAGAATGCAAAATGCTGCT 

GCTGGTGGTTTACCTGGTCAATTCATTCCACCAATGTTCTACGGTCAACAAGGCTTTTTCCCACCAAAT 

GGCAGAGGTAACGCTCCATACCCAGGTCCTAATCCACAAATGATGATGAGAGGTAGAGGTCAACCATTC 

CCAGAACAATGGCCAAGACCAGGTCCAAATGGCCAACCAGTTCCTGTCTACGGTATTCCACCTCAATTT 

CAACAAGACTTTAACGGTCAAAACATGAGACCTCAGCAACAACAACAACAACAACCAAGAGGTGGATAC 

TATCCAAACCGTAACCAAACCAGCAAGAGAGACTTGGCTGCTATCATTTCTAGTGTTCCACAAGATCAA 

CAAAAGAGAATTTTGGGTGAAGAATTGTATCCAAAGATTGTTGCTACCGGTAAGGCTCAAGAACCAGAA 

GCTGCTGGTAAAATCACTGGTATGATGTTAGGTTTAGAAAACCAAGAAATTTTGGATTTGTTAGATGAT 

GATGAATTGTTCAATAACCATTTCGAAGATGCTTTGACTGCTTTTGAAGAGTACAAGAAGTCTGAAGCT 

GCCGGTAATGCTGAAGAGCAAGCTTAA 
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YGR250C_homolog 629aa(SEQ ID NO 542) 

MSAAETNQLQESMEKLNIGSTTEEQSAAAATTTADQSAEEQGESSGVAENSASLYVGELNPSVNEATLF 
EIFSPIGQVSSIRVCRDAVSKKSLGYAYVNYHKYEDGEKAIEELNYNPIEGRPCRIMWSQRDPSARRSG 
DGNIFIKNLHPAIDNKALHDTFSAFGKILSCKVATDEFGQSKCFGFVHYETAEAAEAAIENVNGMLLND 
REVFVGKHISKKDRESKFEEMKANFTNIYVKNIDLNYSEESFEKLFSPFGKITSIYLEKDQDGKSKGFG 
FVNFEDHESAVKAVEELNDKEINGQKIWGRAQKKRERLEELKKQYEAVRLEKLAKYQGVNLFVKNLDD 
TIDSEKLEEEFKPFGTITSAKVMVDEAGKSKGFGFVCFTTPEEATKAITEMNTRMINGKPLYVALAQRK 
DVRRSQLEQQIQARNQMRMQNAAAGGLPGQFIPPMFYGQQGFFPPNGRGNAPYPGPNPQMMMRGRGQPF 
PEQWPRPGPNGQPVPVYGIPPQFQQDFNGQNMRPQQQQQQQPRGGYYPNRNQTSKRDLAAIISSVPQDQ 
QKRILGEELYPKIVATGKAQEPEAAGKITGMMLGLENQEILDLLDDDELFNNHFEDALTAFEEYKKSEA 
AGNAEEQA 



YKL117W_homolog 666bp public: 1..666(SEQ ID NO 543) 

ATGTCCTCGACAACCACTCAAACTCCAACTGTATTATGGGCTCAACGTTCATCTGAAGATGACGCTGCC 
AAAAATATCATTTATTTAACCATTCAAATATCTGATCCAATTGATTTAAAAATAGATTTAAAAAGTGAT 
CATTTAATTATTGATTCTAAATCTAATGATTCAGTTTATTCATCAATTGATTATCATTTACAAATTGAT 
TTTTTCAAAGAAATAGATCCTGATCAATCAAAAATTAATACTGAAAATGGTTCACATATTTTTATGATT 
CTTCGTAAAAAAGATCAACAAGAAGAATATTGGCCACGTTTAACTAAAGAAAAATTGAAATATCATTAT 
ATTAAAACTGATTTTGATAAATGGGTGGATGAGGATGAACAAGATGAAGTTAAAGATGATCCAAATGAT 
TTTGGTGGACCTGGTGGACCTGGTGGAGCTATGGATTTCTCACAAATGTTGAGCGGCATGGGCGGTTTA 
GGTGGCACTGGTGGAAGTGGCGGTCCTGGTGGCGTCGATCTTAGTGCATTGGCTTCTCAATTGGGTCAA 
GCTGGTGGTGCTGGTGGTGCTGCAGGTCTTGATGGTGAAGAAGGCGAAGAAGGCGATGAAGAAGCTAAA 
AAAGC GC AAG AAG AAT C AAATGCC AC TGC TACTG AAAAAGAAT AA 

YKL117W_homolog 221aa(SEQ ID NO 544) 

MSSTTTQTPTVLWAQRSSEDDAAKNIIYLTIQISDPIDLKIDLKSDHLIIDSKSNDSVYSSIDYHLQID 
FFKEIDPDQSKINTENGSHIFMILRKKDQQEEYWPRLTKEKLKYHYIKTDFDKVA/DEDEQDEVKDDPND 
FGGPGGPGGAMDFSQMLSGMGGLGGTGGSGGPGGVDLSALASQLGQAGGAGGAAGLDGEEGEEGDEEAK 
KAQEESNATATEKE 

YKR075C_homolog 3042bp public: 1..3042(SEQ ID NO 545) 

ATGTCGTTATCAGGAGAAGTGTTTTCAGGAGGAGCAACCACTTCTCAACATATCGAGGCACAAGATGAT 
GACCATTTTGAAAATACAACCTTTAAATTGAAAAGAACTAGATCCATGGGTTTATTAGATGAATTTATC 
CCTGATAAACTAAAAGAACAAGATGGTAATAATTCAGAAGCAAATTCATCAACAACAGCTGCATCAACA 
ACCAGCTCAAGAAACTTGGCAGCTATGGCAGCTATAGCATCACAAACAAATTCGTCATATGTTAACGAA 
AC TC C AAGCAGTC AAC ATCATGAAACTATAG AATCC ATATC T AATAACTCCGATGGCG ATGTAACCC AT 
TCATCAGATGTAGCGCCATCATCTACATCACCTGTCAATTCACCTTCACCAACTTCCTCACCAGCATTA 
GATTTAAAATCTCCAGAATTGTTGCCTCATGATGATACAGATTTAGCTGTTGAACCTTCACGTCATGTT 
GATTATTTATCCCACCAATGGGATGTTTCTGATATTTGGAAGTCTTGGCGATACGTTATTTCCAAAAGA 
AAAGATGTTGCTAATGCTGCAAGATTGGAAAATGCTTCATGGAGAACTTGGGCTCAAAGACGCTCTAAT 
CTCAAGACTATAAGTCCAGAAGTGGTGAATTGGTCGAAAGATAGTGATGTTACTTGGCTTTATGGACCA 
ATATTAAAAGATGATGACCATGTGAATAATGAA/^ATCACGACTCTGATGCTATTGAAACTACTGCTACT 
AGTTCTGTTGCCGGGGATATATCTATTGCCAAAAAATGTTCCAGTAAGAATGGACCTAAACCAATATTG 
AAAAAGAGAACAATGGAACAACTGATGATAAGTCATTCTAATTTATTAAAATTACAATTGGCAACACAA 
ATACATCAAAAGAAAAGAGAACAAAAATTGAAACAACAAGAAGAATTGAAAAGACAACATCAATTGAAT 
CATCCCGATGAATATTTTGATCCCGAAGCCCTTCTGAACAAATTAAACAGTCAATATAAGAATACAGCT 
CCTACTCATAACACTAGTGTGGCCAAATTACAAAGCTTGTTGAAAACTCCCAATTCTTCATCTTCTGCT 
AGTTTGAAAGATTTGATGAAAGATGAAGCCGTTGTTGTGCCTTCTTCAGAACAAATCAGTCACGATCAA 
AACCAAGAAGATGGTAATGTTTCTGGGGACGTTGAATCCAAAGGTGAAAGACACATACATTTTAATGAC 
GAAGTGATGCAATGTATTGCCATTGATGTGTATTCAGATGATGAGCAACGATATAATTCTGATGAAGAA 
GATTATGATTCTGATGATGACGATGATGATTATTATGATCAATATGAACCATCTAATGACAGTCTAGCT 
CAAAGTCACCTATATGAAGGAGACGATGAATCCATTGAGGAAGCGGATGAAGAGGTAGAGGATGATGAA 
GATGGATCTGAAGATGAAGAAGACGATGAAGGGGGATTCTTTTTAAATGTGAAATCCAATTCCAATGCC 
CCAATAATTTTGGGCCAGCATTCAAGTGCATCAACTTCTACTCCAGTGGCACCATCTTTAAGTCGTCAC 
ACAGATATTACTGATGATACAGCATCAATATCTACCACCAACAGTAAATCTTATAAAACAATTCAATTA 
TTACCTTC7UVCATCTATTAATTATGGTTCTGATGAATCTAGTGATGAGGCAAACCCTTATACGTCGAGT 
CTTTCTCATAATGTCAATAATGATATTAGTAGAGGTTATGATTATTATTATGATTACAACACTGTATAC 
ACATGTAATCCAAACAATTCAGTGTATGCATCTTATCAAAGTCCAGATGTTGTTGATGTTCCAGAAAAT 
CTTGATATGGGATCCAATTTTGATTATGAATTTATTGAAAATAACGATAGTATCCCTGTAGTAGATACA 
ACATTTGAGAATAATAGTACCATTAATAATATGCCAATTCTGTATAGTCTGCCGTCATCACCTTTATCA 
GTTGCTATTTCCGGTGGAGGTAAAAATTCTGGTGTCACTGTTAATTCCCCAAATTTCCCCATAGTTAAT 
GTCAACTCTAACCCACAACAACAACAACAATCACAAGCAAAACCAAAGCCAAAGACAAAGGCATCTCCT 
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TTCCAATTGAGTGATTCAGAAGATGATTCAAATAGTGATTCGGATGATGATGGTATTTCAGGATTATCA 
ATAGGTACAAGAAGATCTAGTCAAGCTTTAGCTGAACTGGTATTTCAATCATCATTGACAAGTTCTACA 
CAAGAAACAGCACCACAACATTTCCCCGATGCTAAAGAGATTGAACCGGTTGCTGAACATGTTTCGAGT 
ATTAACCCACGATATTCTTCGACTTCGATTTCTAAGCAACCTACAAGTTCAAGTTCACTTTCACAACTG 
TTTTTCGGAGGTGCTGGTGGGTTAAGTAGTACTGATAAAGAGTTGTCGAAACTGTTTTTAGGAGGATCA 
ACGTCAGCATCAACATCAACATCGCATGATGAGAAGACTACTACTATTGATTCTTCAAGTACTGGGTTT 
TTCCAAGTACCAAATAGAGATTATACTCCTTCTCCAGATAATAATACTTTGACTCGTACATTATCTAAT 
ACATCCAAGAAATCTTCACCATTACCACCACAAACAACTTCAGAGAATGCATTCAGAGGTGATGGACAA 
CAATCACAATCACAATCACAATCACAATCACAGTTGCCACTGCAACAACAACTGCAACCACGACGGGGA 
TTATTATTTGATGAAGAAGATTCTGAAGATTCTGAAGATGAAGGAATGGTTATTGGTGGTAAAAGAGAA 
GAAAAGAAATTACATGGACAAGGATATAATGCATTAAGTCAAGTTGCAGGTAGAAATGGTATCCATAGT 
CCAAGTCCACAATTTGGTAATGCTAGTGCACATCTTCAAGATCAAGATCAAGGTCATGAAAATGAACAT 

GAACATGAACATGAAGAAAATCATAAGAATCTTGTTGGTCAAGCTAGAGGTTTAGCTAAACACTTCTTT 
GGATAA 

YKR075C_homolog 1013aa(SEQ ID NO 546) 

MSLSGEVFSGGATTSQHIEAQDDDHFENTTFKLKRTRSMGLLDEFIPDKLKEQDGNNSEANSSTTAAST 
TSSRl^AAMAAIASQTNSSYWETPSSQHHETIESISNNSra 
DLKSPELLPHDDTDLAVEPSRHVDYLSHQWDVSDIWKSWRWISKR 
LKTISPEWNWSKDSDVTWLYGPILKDDDHVNNENHDSD^^ 

KKRTMEQSMISHSNLLKLQLATQIHQKKREQKLKQQEELKRQHQLNHPDEYFDPEALSNKLNSQYKNTA 
PTHNTSVAKLQSLLKTPNSSSSASLKDLMKDEAVWPSSEQISHDQNQEDGNVSGDVESKGERHIHFND 
EVMQCIAIDVYSDDEQRYNSDEEDYDSDDDDDDYYDQYEPSNDSLAQSHLYEGDDESIEEADEEVEDDE 
DGSEDEEDDEGGFFLNVKSNSNAPIILGQHSSASTSTPVAPSLSRHTDITDDTASISTTNSKSYKTIQL 
LPSTSINYGSDESSDEANPYTS SLSHNVNNDI SRGYDYYYDYNTVYTCNPNNSVYASYQS PDWDVPEN 
LDMG SNFD YEF I ENNDS I P WDTTFENNSTINNMPI S YSS PS S PL S VAI SGGGKNSGVTVNSPNFP I VN 
VNSNPQQQQQSQAKPKPKTKASPFQLSDSEDDSNSDSDDDGISGLSIGTRRSSQALAESVFQSSLTSST 
QETAPQHFPDAKEIEPVAEHVSSINPRYSSTSISKQPTSSSSLSQSFFGGAGGLSSTDKELSKSFLGGS 
TSASTSTSHDEKTTTIDSSSTGFFQVPNRDYTPSPDNNTLTRTLSNTSKKSSPLPPQTTSENAFRGDGQ 
QSQSQSQSQSQLPSQQQSQPRRGLLFDEEDSEDSEDEGMVIGGKREEKKLHGQGYNALSQVAGRNGIHS 
PSPQFGNASAHLQDQDQGHENEHEHEHEENHKNLVGQARGLAKHFFG 

YLR216C_homolog 1221bp public: 1..1221(SEQ ID NO 547) 

ATGTGTAAAGTGGTGAGTGTGTTCGAGAACATTCCACCAGTATTTTTTCCAAATTTATATAAAAATGAG 
ATAAAATTTTCGTTTCTGGTATTTTTCTTTTTCCACCAACTCATGACTGCCACACCTGTTTATTTTGAT 
ATTTCATGCAACGGCAAACCCAAGGGCCGTGTTGTTTTCAAACTCTACGATGATGTTGTTCCTAAAACA 
GCAGCTAATTTCCGTTCCTTATGTACTGGTGACAAAGGTATATCACCAAAATCTGGTAAACCACTTTCC 
TATAAAGACTCAATTTTCCACAGAGTGATCAAAGACTTTATGTGCCAAGGTGGTGACTTTACCGCTCCT 
TCCGACCATTTGGGAACTGGTGGTGAGTCCATTTACGGAGAAAAGTTTGAAGATGAAAACTTTAAGTTG 
AACCATAACAAACCATTTTTGTTGTCAATGGCTAACTCTGGACCAAACACCAATGGCTCTCAATTTTTT 
ATCACAACAGTTCCAACACCACACTTGGACGGTAAACACGTTGTGTTTGGAGAAGTCATTGAAGGGAAA 
TCAATTGTACGTCAATTAGAGAGAAGCGAAAAGGGTGCCAATGACAGACCAGTAGAAGATTGGAAAATT 
GCTGATTGTGGTGAGCTTCCAGCCAACTATGAGCCGGTTGCACTGGGTGCCGATGATGGAACTGGTGAT 
ACGTACGAAGAGATTTTAACCGACAACGACACTATCGACATCAACAACCCGCAATCTGTTTTCGCGGCT 
GTCAGCAAAATCAAGGATATTGGTACCAAACTTTTGAAAGAAGGGAAATTAGAAAAATCATACGAAAAG 
TATACCAAGGCCAATAGCTACTTGAATGATTACTTTCCCGAAGGTTTGTCTCCAGAAGACTTATCAACA 
TTGCATGGCCTCAAATTATCGTGTTACTTGAACGCTGCGTTAGTGGCATTGAAATTGAAACACGGCAAA 
GATGCAATTGCTGCTGCAAACAATGCATTAGAAGTAGAGCAAATCGACGACAAATCCAAAACCAAAGCA 
TTATACAGAAAAGGTATGGGCTATATCCTAGTCAAAGACGAAGAACAGGCTCAAAAGATTCTTGAAGAA 
GCTCTCGAATTAGAACCTAACGATGCTGCTATCCAAAAAGGATTACAAGAAGCTAAACACAACATCAAG 
TTGCGTCGTGACAAACAAAAGAAGGCAATGGCCAAGTTCTTCTCATAA 

YLR216C_homolog 406aa(SEQ ID NO 548) 

MCKWSVFENIPPVFFPNLYKNEIKFSFSVFFFFHQLMTATPVYFDISCNGKPKGRWFKLYDDWPKT 
AANFRSLCTGDKGISPKSGKPLSYKDSIFHRVIKDFMCQGGDFTAPSDHLGTGGESIYGEKFEDENFKL 
NHNKPFLLSMZ^NSGPNTNGSQFFITTVPTPHLDGKHWFGEVIEGKSIVRQLERSEKGANDRPVEDWKI 
ADCGELPANYEPVASGADDGTGDTYEEILTDNDTIDINNPQSVFAAVSKIKDIGTKLLKEGKLEKSYEK 
YTKANSYLNDYFPEGLSPEDLSTLHGLKLSCYLNAALVALKLKHGKDAIAAANNALEVEQIDDKSKTKA 
LYRKGMGYILVKDEEQAQKILEEALELEPNDAAIQKGLQEAKHNIKLRRDKQKKAMAKFFS 

YMR009W_homolog 537bp public: 1..537(SEQ ID NO 549) 

ATGGTCGAATTTTATTTTCATGATAACAAAGATACACTTGAAAATTTTACTGAAGATCACAATTCAGGA 
GAACCAGTTAGTTTTGATCAACTAGCTGAAATTGGTGTTATTTACAAGTACATTACTACCCAGGAAGAA 
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TTAGACGCATTGGCTACTGAAAGAGAATACAAGAATAGAGATGTTGTTACTTTAAACTTACCAGCCTTC 
AATAATGATATTGATGCTTATAATGCCAAAATGCAACAGTTTTACAAAGAACATTATCATGAAGATGAG 
GAAATTAGATATATTGCTGAAGGTGAAGGTTATTTTGATGTTAGAGATAAACAAGATCGTTGGATTAGA 
GCTAAATTATCACCTTACGATTTGTTGATTTTACCAGCAGGAATTTATCATCGTTTTACATTGACTAAT 
GCTGCAAAACACGTCAAGGCAGTTAGATTATTTAAAGATGAACCTAAATGGGAAGCTATCAATAGAGAC 
ACAGGAAAAAATACCGAAGCTCGTGAACTCTATGCTAAGACTATTGCAGTATAG 

YMR009W_homolog 178aa(SEQ ID NO 550) 

m/EFyFHDNKDTLENFTEDHNSGEPVSFDQI^EIGVIYKYITTQEELDALATEREYK^^UDVWI^LPAF 
NNDIDAYNAKMQQFYKEHYHEDEEIRYIAEGEGYFDVRDKQDRWIRAKLSPYDLLILPAGIYHRFTLTN 
AAKHVKAVRLFKDEPKWEAINRDTGKNTEARELYAKTIAV 

YMR011W_homolog 1641bp public: 1..164KSEQ ID NO 551) 

ATGTCTCAAGACAACGTCTCATCAACATCTACAGCTGAGGCTGTAAATAATGAAATCAAAGTCAAAGAT 
GAATTTCGACAAGAAGAACAAGCTCATACTAGTTTAGAAGATAAACCTGTGAGTGCATACATTGGTATC 
ATCATTATGTGTTTCCTTATTGCCTTTGGTGGTTTCGTTTTTGGTTTCGATACTGGTACTATTTCCGGT 
TTCATTAATATGTCTGACTTTTTAGAAAGATTCGGTGGTACTAAAGCTGACGGTACTCTTTACTTTTCC 
AATGTCAGAACTGGTTTAATGATTGGTTTGTTCAACGCTGGTOGTGCCATTGGTGCATTATTCTTGTCT 
AAAGTCGGTGATATGTATGGTAGAAGAGTTGGTATCATGACTGCTATGATTGTCTATATTGTTGGTATT 
ATTGTTCAAATTGCTTCTCAACATGCTTGGTATCAAGTCATGATTGGTAGAATTATCACTGGTCTTGCC 
GTTGGTATGTTATCAGTTTTATGTCCTTTGTTCATTTCCGAGGTTTCTCCAAAACATTTGAGAGGTACT 
TTGGTGTGCTGTTTCCAATTGATGATTACCTTGGGTATCTTCTTGGGTTATTGTACTACCTATGGTACT 
AAGAGTTACTCAGACTCTAGACAATGGAGAATTCCATTAGGTTTATGTTTTGCTTGGGCTTTATGTTTG 
GTTGCTGGTATGGTTAGAATGCCAGAATCTCCACGTTACCTTGTCGGTAAAGACAGAATTGAAGATGCT 
AAAATGTCACTTGCTAAAACTAACAAAGTTTCCCCAGAGGACCCAGCCTTATACCGTGAACTTCAATTA 
ATTCAAGCTGGTGTTGAAAGAGAAAGATTAGCCGGTAAGGCATCTTGGGGTACTTTATTCAATGGTAAA 
CCAAGAATCTTTGAAAGGGTTGTTGTTGGTGTCATGTTACAAGCCTTACAACAATTGACTGGTGATAAC 
TATTTCTTCTACTACAGTACCACTATTTTCAAGTCCGTTGGTATGAATGATTCTTTCCAAACTTCTATC 
ATTATTGGTGTTATTAACTTTGCGTCCACTTTTGTTGGTATTTATGCTATTGAAAGAATGGGTAGAAGA 
CTCTGTTTGTTAACTGGTTCCGTTGCCATGTCTGTCTGTTTCTTAATCTATTCCTTGGTTGGTACTCAA 
CATCTTTATATTGACAAACCAGGTGGTGCTAGTAGAAAACCAGATGGTGATGCCATGATCTTTATGACT 
TCACTTTATGTGTTCTTCTTTGCTTCTACATGGGCTGGTGGTGTTTACTCCATTATTTCTGAACTTTAT 
CCATTGAAAGTTAGAAGTAAGGCTATGGGTTTAGCTAATGCTTCCAATTGGACCTGGGGTTTCTTAATT 
TCTTTCTTTACTTCATTTATTACTGATGCTATCCACTTCTACTACGGTTTCGTCTTTATGGGATGTTTA 
GTTTTCTCCATTTTCTTTGTCTACTTTATGGTTTACGAAACTAAAGGTCTTACCTTGGAAGAAATTGAT 
GAATTGTACTCCACCAAAGTCCTTCCATGGAAATCAGCTGGTTGGGTGCCACCTTCCGAAGAAGAAATG 
GCAACCTCTACGGGATATGCTGGTGATGCCAAACCAGAAGAGGAACACGTTTAA 

YMR01lW_homolog 546aa(SEQ ID NO 552) 

MSQDNVSSTSTAEAVNNEIKVKDEFRQEEQAHTSLEDKPVSAYIGIIIMCFLIAFGGFVFGFDTGTISG 
FINMSDFLERFGGTKADGTLYFSNVRTGLMIGLFNAGCAIGALFLSKVGDMYGRRVGIMTAMIVYIVGI 
IVQIASQHAOTQVMIGRIITGLAVGMLSVLCPLFISEVSPKHLRGTLVCCFQLMITLGIFLGYCTTYGT 
KSY SDSRQWRI PLGLCFAWALCLVAGMVRMPES PRYLVGKDRIEDAKMSLAKTNKVS PEDPALYRELQL 
I QAGVERERLAGKASWGTLTOGKPRIFERVVVGVMLQALQQLTGDNYFFYYSTTIFKSVGMNDSFQTS I 
IIGVINFASTFVGIYAIERMGRRLCLLTGSVAMSVCFLIYSLVGTQHLYIDKPGGASRKPDGDAMIFMT 
SLYVFFFASTWAGGVYS 1 1 SELYPLKVRSKAMGLANASNWTWGFLI SFFTSF ITDAIHFYYGFVFMGCL 
VFSIFFVYFMVYETKGLTLEEIDELYSTKVLPWKSAGWVPPSEEEMATSTGYAGDAKPEEEHV 

YMRllOC_homolog 1986bp public: 1..1986(SEQ ID NO 553) 

ATGAGTAAACCATCTTCCATCAAAAAGTCTAAGGCATCTGCTATTAAACCCTCGGCTAATTCAAAATCA 
AAAACCCC AAAAATTG AGACCC CAAAATTGC AACAAGTTGAAACAC GATTAGAAGGCGAAGTTCC AAC A 
ACTAAAGTTTCAATTAAAAGAAACAGTATTACTACTGAATCTGTTAAGGCTTCAGAAGATAAGTCTACT 
CCACAAAGCACTAACACCCCTGCTGCTGCTGTAGCAAAGTCTAATCCAAATACCAATGCAGAGCCAGCT 
AAAATTCCAAACGAAAAACTGTTAAAAACAGAATCACCACTGAGTCAAAAACAAAACGGTGCAACAACA 
ACAAAGGAAAAATCTGATGTTCTGTTGGAGACAAAATCGACGTCATCAACTACTGTCAGCAACAATAAC 
TCGGTCTTACAATATACCGAGTTGTCGGAGATCCCTATTGGTGTTGAAAGAATTACTAAGGCCTTCCAT 
AGTGGCAAAACACACTCTTTACAGTTTAGATTGAAACAATTACGAAACTTGTACTTTACAATGAAAGAC 
AACCAGGAAGCTTTGTGTGACGCTTTGCAAAAGGACTTTGACCGTCTTCCTTCCGAAACAAGAAACTAT 
GAATTTGCCACTGGATTGAATGAGCTAGTGTTTATTATGTCACAGCTCCACAAATGGAGCAAACCACAA 
CCTGTTGACGAGTTGCCATTGAATTTGTCTTTGAATCCAGTTTACATTGAGAGAATTCCTTTGGGAACA 
ATTTTAGTCATTGCTGCTTTCAATTATCCGTTTTTTGTCTCGATCTCACCAATAGTTGGTGCAATAGCA 
AGTGGCAACACAGTTGCACTCAAGCCTTCTGAGTTAACACCCCGTTTTTCCAAGCTTTTTACTGACTTG 
TTGTCAAAAGCATTGGACCCAGAGATATTTTTTGTTGTCAATGGGGCCATTCCTGAAACAACATGCTTG 
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TTGGAACAAAAATTTGACAAAATTGTTTATACTGGTAGCGGTTTGGTAGGTACAATAATTGCGAAAAAG 
GCTGCGGAAACCTTGACACCAGTTATTTTGGAGTTGGGAGGAAAGTCACCTGCTTTTGTTTTGGATGAC 
ATTTCTGACAAGGACTTGGCAACTGTTGCTCGAAGAATTGCTTGGGGTAGATTTGTAAATGCTGGTCAA 
ACATGTATCGGTGTTGACTATGTATTGGTGGCAAAGTCCAAGCACGACAAATTTATCCTGGCCTTGCAA 
GAGGTAATTGAAAAAGAGTTTTTTCAAGACGTTGACAAGACGAGAAACTTTACCCATATGATCCATGAC 
CGGGCATTTGAGAAAATGGAGAGTATACTCAACACTACTTCTGGTAATGTGATAATTGGAGGCAAGCTT 
GATCATGGCACAAGATATGTGGGACCTACCGTGATTGATAACGTAACCTGGACAGATTCCTCTATGAAA 
GACGAGATTTTCGGTCCAATTTTACCAATTTTAACCTACACTGATCTTGAAAAATCCTGTCGTGAAATT 
ATTGCTAACCACGATACTCCCTTGGCACAATATATCTTTACAAGTGGACCTACATCTAGACAGTATAAT 
TCCCAAATTAACACTATTACCACTTTGGTTAGATCTGGGGGATO 

ATTGCTTTGCACAATGCTCCGTTTGGTGGTGTTGGAACTTCGGGAAACGGTGCCTATCATGGAGAGTTC 
TCATACAGAGCTTTCACACATGAGAGGACCGTTCTCGAACAACATTTGTGGAATGATTGGGTACTCAAA 
TCAAGATATCCCCCATATGCCAATAAAAAAGACAAATTGATCGCCAGCTCCCAACAAAAGTACGGTGGT 
AGAGTTTGGTTCAATAGAGAAGGGAATGTGAGAATTGGAGGTCCACCCCTCTTGTTTTCTGCTTGGAAC 
AATGCTCTTGGGGTAGCTGAATTAGTACGTGATTTTATTGGAGCTGGTTTGTGA 



YMR110C_homolog 661aa(SEQ ID NO 554) 

MSKPSSIKKSKASAIKPSANSKSKTPKIETPKLQQVETRLEGEVPTTKVSIKRNSITTESVKASEDKST 
PQSTNTPAAAVAKSNPNTNAEPAKIPNEKSLKTESPSSQKQNGATTTKEKSDVSLETKSTSSTTVSNNN 
SVLQYTELSEIPIGVERITKAFHSGKTHSLQFRLKQLI^LYFTMKDNQEALCDALQKDFHRLPSETROT 
EFATGLNELVFIMSQLHKWSKPQPVDELPLNLSLNPVYIERIPLGTILVIAAFNYPFFVSISPIVGAIA 
SGNTVALKPSELTPRFSKLFTDLLSKALDPEIFFWNGAIPETTCLLEQKFDKIVYTGSGLVGTIIAKK 
AAETLTPVILELGGKSPAFVLDDISDKDIJVTVARRIAWGRFWAGQTCIGVDYVLVAKSKHDKFISALQ 
EVI EKEFFQDVDKTRNFTHMI HDRAFEKME S I LNTTSGNVI IGGKLDHGTRYVGPTVIDNVTWTDS SMK 
DEIFGPILPILTYTDLEKSCREIIANHDTPLAQYIFTSGPTSRQYNSQINTITTLVRSGGLVINDVLMH 
IALHNAPFGGVGTSGNGAYHGEFSYRAFTHERTVLEQHLV^W\^KSRYPPYANKKDKLIASSQQKYGG 
RVWFNREGNVRIGGP PLLFSAWNNALGVAELVRDFIGAGL 

YNL031C_homolog 411bp public: 1..41MSEQ ID NO 555) 

ATGGCTAGAACAAAACAAACAGCAAGAAAATCTACTGGTGGTAAAGCCCCAAGAAAACAATTAGCTTCC 
AAAGCTGCTAGAAAATCTGCTCCATCTACTGGTGGTGTCAAGAAACCACACAGATATAAGCCAGGTACT 
GTTGCCTTGAGAGAAATTAGAAGATTCCAAAAATCTACTGAATTATTGATTAGAAAATTACCATTCCAA 
AGATTAGTCAGAGAAATTGCTCAAGATTTCAAAACTGATTTAAGATTCCAATCTTCTGCTATTGGTGCT 
TTACAAGAAGCCGTTGAAGCTTACTTGGTTGGTTTATTCGAAGATACTAACTTGTGTGCTATCCATGCT 
AAGAGAGTTACCATTCAAAAGAAAGATATGCAATTAGCTAGAAGATTGAGAGGTGAAAGATCTTAG 

YNL031C_homolog 136aa(SEQ ID NO 556) 

MARTKQTARKSTGGKAPRKQLASKAARKSAPSTGGVKKPHRYKPGTVALREIRRFQKSTELLIRKLPFQ 
RLVREIAQDFKTDLRFQSSAIGALQEAVEAYLVGLFEDTNLCAIHAKRVTIQKKDMQLARRLRGERS 

YNL134C_homolog 1086bp public: 1..1086(SEQ ID NO 557) 

ATGAAAGCAGCTATCATTTCTGGATCTTTCGAACCTTATCAATTAGCGGAAATTAAAGATATTCCTCAA 
CAAAAAATAAAAGAAAATGAAATATTAATCAAAGCAGTAGCTTTTGCAATAAACCCAACTGATTGGAAG 
CACATTGTTTATCAATTGGGCAGCCCAGGTGATGTTGTTGGTTGCGATGTTAGTGGGATCATTGAAGAA 
GTGGGTTCTCAAGTAACTGGGTTTGCAAAAGGTGACACTGTAAGTGCTTTTATAACTGGTAATAGATCA 
CCTCGCACTGGAGCTTTTGCAGAATATGTAGCTGTTGATCCTGCTACTTCGATAAAGTACAATAAGAAT 
TTTGAACATTTGACTAATTTACAAGTATCTGAAATCCACTCATTTGAAGGGGCAGCAAGTATTAATTTA 
GGTTTGGTTACCGTTGGGCTTTCATTTTCTCATTACTTACGAATTGACAACAAAAAGCAACCTGGGGAT 
AGTATTTTGATTTGGGGAGGAGCAACTGCAACTGGAGTTCTAGCCATTCAGGTTGCCAAACTAGTGTAT 
AATCTCAAAGTAATCACCACAGCATCACCCAAAAACCACACCCTCTTGAAACAATTAGGGGCAGATTAT 
GTTTTCGATTATGGAGACGCTGATGTTGTCAATAAAATTAAGAATATTGGCCAAATTAAATTTGCTCTT 
GATACGATTGCAACACCAGAAACGTTTCAAA7VAGTTTACGACTCAACAGAGGGGTCTCAAGAAGTATTT 
ATTGATTCCTTAGCAGGTTTAGACTATCGATCAATTGCTGCCAATGATGCCAGAGGAGATCAAGTACAT 
TGGGGGCACACCATTGCTTGTTTGGCATCTTTAAAAGAGAAAACTGTGTTTAATGAAAATTATGTTCAA 
ACACCTGAATTGTTAGATGATTTTACTCAGTGGTGGCAAAAGGTGGTCCCTCAAATAATTGATCGTATT 
AAACATACAAATTTAAAGTTATTAAATGAAGGATTAGACTCCGTAAGTGAAGGGTTAGAATTGTCTAGA 
AATAATAAACTCTCTGCTGAAAAGGTTGTATTTAGAGTTCTGGATCTGTGA 
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YNL134C_homolog 361aa(SEQ ID NO 558) 

MKAAIISGSFEPYQLAEIKDIPQQKIKENEILIKAVAFAINPTDWKHIVYQLGSPGDWGCDVSGIIEE 
VGSQVTGFAKGDTVSAFITGNRSPRTGAFAEYVAVDPATSIKYNKNFEHLTNLQVSEIHSFEGAASINL 
GLVTVGLSF SHYLRIDNKKQ PGDS I LI WGGATATGVLAIQVAKLVYNLKVITTASPKNHTLLKQLGADY 
VFDYGDADVV1WIKNIGQIKFALDTIATPETFQKVYDSTEGSQEVFIDSLAGLDYRSIAANDARGDQVH 
WGHTIACLASLKEKTVFNENYVQTPELLDDFTQWWQKWPQIIDRIKHTNLKLLNEGLDSVSEGLELSR 
NNKL S AEKWFRVSDS 

YNR002C_homolog 798bp public: 1..798(SEQ ID NO 559) 

ATGACGTCTTCATCTTCTCAAAAATCTGTTGGATCTTCAATCATAGATGCAAACCAAGGACCAATAAAA 
AAAGTTGAAATTGCTGGAGAGGGTGGTGAATTTGTTATTATCAATCGTCACAAGTACTACAGACATGAC 
TTGATGGCTGCCTTCGGGGGTACTTTAAACCCAGGTGCTTCTCCTTGGCCAAAGATCAATATCAACCCT 
GCTCCCCTCGGGTTATGTGGGTTTGCCATGACCACTTTTGTCTTATCCCTTTACAATGCCCAAGCTATG 
GGTATCAAAGTTCCAAATGTGGTAGTTTCACTTGCATGTTTCTACGGTGGTGCAGCTCAATTTTTTGCT 
GGATGTTTTGAGTTTGTGACTGGAAATACATTTGGTATGACTGCATTGACATCTTACGGTGCCTTCTGG 
TTGAGTTATTCAGCAATCTTGGTTGATAGTTTTGGTATCGCTGCAGCCTACGAAGCTTCTGAAGAAACA 
GCTTCACAGTTACCAAATGCCATTGGATTTTTCTTACTTGCTTGGGGTATCTTTACATTTATGTTGTGG 
TTGAACACTTTAAAATCTACAGTTACTTTCAGTTCCTTGTTTTTCTTATTGTTTGTAACATTCCTTTTG 
TTAGCTGGTGGTGAATTTAGTGGAAGAGTCGGTGTTACTAGAGCTGGTGGTGTTTTTGGTGTTATCACA 
GCCATTGTTGCTTGGTGGAATGCCTTAGCCGGTACTGCTACTCCAACCAACTCTTACTTCCAACCTGTT 
TCTATTCCATTGCCAGGTAACGTTGTTTTCAAGAAATAG 

YNR002C_homolog 265aa(SEQ ID NO 560) 

MTS S S SQKSVGS S I IDANQGPIKKVEI AGEGGEFVI INRHKYYRHDLMAAFGGTLNPGASPWPKININP 
APLGLCGFAMTTFVLSLYNAQAMGIKVPNVWSLACFYGGAAQFFAGCFEFVTGNTFGMTALTSYGAFW 
LSYSAILVDSFGIAAAYEASEETASQLPNAIGFFLLAWGIFTFMLWLNTLKSTVTFSSLFFLLFVTFLL 
L AGG EF S GRVGVTRAGGVFGVI TAI VAWWNALAGTATPTNS YFQ PVS I P L PGNWFKK 

YOL139C_homolog 630bp public: 1..630{SEQ ID NO 561) 

ATGTCTGAAGAATTAGCTCAAAAAACTGAAGAATTGTCATTAGATTCCAAGACTGTTTTTGATTCCAAA 
GAAGAATTTAATGCAAAGCATCCATTGAACAGTAGATGGACATTATGGTACACTAAACCACAAACCAAC 
AAGAGTGAAAACTGGCATGATTTATTAAAGCCAGTTATAACTTTCTCATCTGTTGAAGAATTTTGGGGA 
ATTTACAACTCGATTCCACCAGCAAATCAATTACCTTTGAAATCAGATTATCATTTGTTCAAAGAAGGA 
ATTAGACCGGAATGGGAAGATGAGGCTAACTCAAAAGGTGGTAAATGGCAATTCTCCTTCAACAAAAAA 
CTGGAAGTCAATCCAATCATAAATGATTTGTGGTTAAGAGGTTTGTTGGCAGTTATTGGTGAAACCATT 
GAGGATGAAGAAAACGAAGTCAATGGGATTGTGTTGAATATCAGAAAGCAAGCTTACAGAGTCGGTATT 
TGGACCAAAGATTGTGATGAATCCAAATTAAAGACTGTCGGTGAGAGATTGAAGAAAGTCTTGCAATTA 
AACG ATGAAC AAAAAGTTG AATTC ATGTCGC ATG ATGCTTC C AATACTAGAGGCGCTG AAC CTC AAATT 
GTTTTGTAA 

YOL139C_homolog 209aa(SEQ ID NO 562) 

MSEELAQKTEELSLDSKTVFDSKEEFNAKHP^SRWTLWTKPQTNKSENTODLLKPVITFSSVEEFWG 
IYNSIPPANQLPLKSDYHLFKEGIRPEWEDEANSKGGKWQFSFNKKSEVNPIINDLWLRGLLAVIGETI 
EDEENEWGIVLNIRKQAYRVGIWKDCDESKLKWGERLKKVLQLNDEQKVEFMSHDASNTRGAEPQI 
VL 

YOR120W_homolog 888bp public: 1..888(SEQ ID NO 563) 

ATGCCAGCTCAATTGCAAGTTAACACTGATTATTTCACTTTAAACAATGGAAACAAAATCCCAGCTGTT 
GGATTAGGTACTTGGCAAGCAACCAATGAAGACGAAGCTTACAGAGCCGTCTTAGCAGCTCTTAAGAAC 
GGATACAAGCACATTGATACCGCTGCAATTTATGGAAATGAAGAACAAGTCGGTAAAGCCATCAAGGAC 
TCTGGAGTTCCAAGAGAAGAATTGTTTGTTACTACTAAATTGTGGAATGCTGACCATAAAAATATTGAA 
GAAGCCTTAGAGACTTCATTGAAAAAATTGGGTCTTAACTATGTTGACTTGTACTTGATCCATTGGCCA 
GCTTCAATTGACAAGTCAACTAATAAACCATATACTGATTTTGATTATGTTGATACTTATAGAGGTTTA 
CAAAAAGTTTATAAGAACAGCAAGAAAATCAGAGCAATTGGTGTTTCTAATTTCACCAAAAAGAAATTG 
GAAAGGTTATTGTCTTCGGAAGGTGTCGATGTTGTTCCTGCTGTCAACCAAATTGAAGCTCACCCATTG 
TTGACTCAGCCTGAATTGTATGATTATTTGAAAGAAAAAGGTATCGTTTTGGAAGCTTATTCACCATTG 
GGTTCTACAAACTCTCCATTATTCAAGAACGAAACCATCGTTAAAATCGCTGAAAAGAATGGTGTTGAA 
CCAGCTCAAGTTTTGGTATCTTGGGCAATTCAAAGAAAGACTGTGGTTTTGCCTAAATCCGTCACCGAA 
TCAAGAGTTATTTCTAACTTGAAAACATTCACTTTACCTTCAGAAGATTTCGAAACATTGAACAAATTG 
TCTGAAAAAGATGGTGTTGTCAGAACTTGTAACCCAGCTTTCAACAACTTTGATGATTAA 
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YOR120W_homolog 295aa(SEQ ID NO 564) 

MPAQLQVNTDYFTLNNGNKI PAVGLGTWQATNEDEAYRAVLAALKNGYKHIDTAAIYGNEEQVGKAI KD 
SGVPREELFVTTKLWNADHKNIEEALETSLKKLGLNYVDLYLIHWPASIDKSTNKPYTDFDYVDTYRGL 
QKVYI^SKKIRAIGVSNFTKKKLERLLSSEGVDVVPAVNQIEAHPLLTQPELYDYLKEKGIVLEAYSPL 
GSTNSPLFKNETIVKIAEKNGVEPAQVLVSWAIQRKTWLPKSVTESRVISNLKTFTLPSEDFETLNKL 
SEKDGWRTCNPAFNNFDD 

YOR122C_homolog 381bp public: 1..38KSEQ ID NO 565) 

ATGTCTTGGC AAGC CT ACAC TGATAACTTAATTGCTAACGGTAAAGTCGATAAAGC AGCCTTATATTCA 
AGAGCCGGTGACGCATTATGGGCCCAATCGGGATCATTCGAATTACAACAACCAGAAATCACTGAAATT 
GCCAAAGGTTTCGATAGTGCTGAAGGTTTGCAAACCAGCGGTTTACACGTTCAAGGCCAAAAGTACTTT 
TTGTTAAGAGCTGACGACAGATCAATTTATGGTAAACACGAAGCCGAGGGTGTTATTTGTGTTAGAACT 
AAACAAACTATTTTGATCGCCCATTATCCAAGTGGTGTTCAACCAGGTGAAGCTACCACTCTTGTTGAA 
AAATTAGC CG ATTACTTGATC AATGTCGGTTATTAG 

YOR122C_homolog 126aa(SEQ ID NO 566) 

MSWQAYTDNLIANGKVDKAALYSRAGDALWAQSGSFELQQPEITEIAKGFDSAEGLQTSGLHVQGQKYF 
LLRADDRSIYGKHEAEGVICVRTKQTILIAHYPSGVQPGEATTLVEKLADYLINVGY 

YOR261C_homolog 993bp public: 1..993CSEQ ID NO 567) 

ATGTCAACAACTGCAACTAGCACAAATGAATTGGCCCTTTTGGATAAGTCAGTAGTAGTTTCTCCGTTG 
GTTTTACTATCTGTGGTGGACCATTATAATAGAGTTGCCAAAGATTCTAAGAAGAGAGTTGTTGGGGTA 
ATATTAGGAGATAACTCTACTGACACAATCAAAGTTACAAACTCGTACGCAATTCCTTTTGAAGAAGAC 
GAGAAGAACCCTGGAGTATGGTTTTTGGACCACAATTTTATAGATTCAATGGGAGAAATGTTTAAAAAA 
ATTAATGCCAAAGAGAAATTGATTGGCTGGTACCATTCAGGACCTAAATTGAAACCATCAGATTTGAAA 
ATTAATGAGGTTTTCAGAAGATACACCGACAACCCATTGTTGTTAATTGTTGACGTTCAACCAAGAGAA 
GTTGGTATTCCAACAGATGCATATTTTGCCGTTGATGATATTAAAAACGATGGCTCTGCTGCTGAAAAG 
ACATTTATTCATGTCCCTTCCTTGATTGAAGCAGAAGAAGCTGAAGAAATTGGAGTTGAACATTTGTTA 
AGAGACATCAGAGACCAAGCTGCTGGTAACTTGTCCTTAAGAGTTTCTGAAACACATCAATCATTATTG 
GGTTTACATCAGAAGCTTGGAGAAATTGCAAATTATTTGGATAAGGTTTACCAAAAGAAATTACCTATG 
AATCATACTATTTTGGGGAAATTACAGAATGTTTTTAATTTGTTGCCAAACTTGATGCAACAACTGGGG 
AGTGATCTCGATGGTGGTTCAGACTCGTCTCATGCATTAGCCACTGCATTTACTGTCAAGACAAATGAC 
GAATTGATGATCATATACATTAGTACATTAGTTCGAGCTATTATTGCATTCCATGATTTGATCGAAAAC 
AAGTTAGAAAATAAAAAGTTGAACGAAAATAAAGCACAAGCTTCCGTGGCTGAACTGTCATTAAATAGC 
GAAAAGAAAGATTCTATAGAAGATTAA 

YOR261C_homolog 330aa(SEQ ID NO 568) 
MSTTATSTNELALLDKSVWSPLVLLSVVDHYN^ 

EKNPGVWFLDHNFIDSMGEMFKKINAKEKLIGWYHSGPKLKPSDLKINEVFRRYTDNPLLLIVDVQPRE 
VGIPTDAYFAVDDIKNDGSAAEKTFIHVPSLIEAEEAEEIGVEHLLRDIRDQAAGNLSLRVSETHQSLL 
GLHQKLGEIAOTLDKVYQKKLPMNHTILGKLQNV^ 

ELMIIYISTLVRAIIAFHDLIENKLENKKLNENKAQASVAESSLNSEKKDSIED 
YPR03 5W_homolog 1122bp public: 1..1122(SEQ ID NO 569) 

ATGACTACTTCCCTTACAGAACAAACTGCTATTTTGGCCAAATATTTGGAATTGTCTCAAAATGGTAAA 
ATCTTAGCTGAATACGTCTGGATTGATGCTGAAGGTAACACTAGATCCAAATGTAGAACTTTATCCAAA 
AAACCAACTAGTGTTGATGATTTACCTGAATGGAATTATGATGGTTCATCTACTGGTCAAGCTCCAGGC 
CATGATTCTGATGTGTATTTAAGACCAGTTGCTTTTTATCCTGATCCATTTAGAAAAGGTGACAATATC 
ATTGTTTTAAATGAATGTTGGAACAATGATGGTACTCCAAACAAATTTAATCATCGTCATGAATGTGCT 
AAATTGATGAAGGCTCATGCTAGTGAAGAAGTTTGGTTTGGTTTAGAACAAGAATATACTTTATTTGAT 
CAATATGATTATCCTTATGGTTGGCCAAAAGGTGGATTCCCAGCTCCTCAAGGTCCATTCTACTGTGGG 
GTTGGTACTGGTAAAGTTGTTGCTAGAGATGTCATTGAAGCTCATTATCGTGCTTGTCTTTATGCTGGT 
ATCAACATTTCTGGTATTAATGCCGAAGTTATGCCATCTCAATGGGAATTCCAAGTTGGTCCATGTGAA 
GGTATTGAAATGGGTGATCAATTATGGATTGCTCGTTATTTATTACAAAGAGTTGCTGAAGAATTTGCC 
GTCAAGATTTCCTTCCATCCAAAACCTTTGAAAGGTGATTGGAATGGTGCTGGTTGTCATACTAATGTT 
TCTACCAAATCTATGAGAGTGCCTGGTGGTATGAAAGTTATTGAATCTGCTTTGAGTAAATTGGCCAAA 
AGACACAAGGAACATATGTTATTGTATGGTGCCGATAATGATCAAAGATTAACTGGTCGTCATGAAACT 
GGTCATATGGATACTTTTTCATCAGGTGTTGCTAACAGAGGTGCATCTATCAGAATTCCAAGACAAGTT 
GCTAAAGAAGGATATGGTTATTTCGAAGATAGAAGACCAGCTTCTAACATTGATCCATACTTGGTCACT 
GGTATCATGGTGGAGACAATCTGTGGTTCTATTCCAGATGCTGATATGGCTAAAGAATTCCTTAGAGAA 
AGCAGTGATGATAACTAA 
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YPR035W_homolog 373aa(SEQ ID NO 570) 

MTTSLTEQTAILAKYLELSQNGKILAEYVWIDAEGNTRSKCRTLSKKPTSVDDLPEWNYDGSSTGQAPG 
HDSDVYLRPVAFYPDPFRKGDNI IVLNECWNNDGTPNKFNHRHECAKLMKAHASEEVWFGLEQEYTLFD 
QYDYPYGWPKGGFPAPQGPFYCGVGTGKWARDVIEAHYRACLYAGINISGINAEVMPSQWEFQVGPCE 
GIEMGDQLWIARYLLQRVAEEFAVKISFHPKPLKGDWNGAGCHTNVSTKSMRVPGGMKVIESALSKLAK 
RHKEHMLLYGADNDQRLTGRHETGHMDTFS SGVANRGAS I RI PRQVAKEGYGYFEDRRPASNI DPYLVT 
GIMVETICGS I PDADMAKEFLRESSDDN 

YMR099C_homolog 900bp public: 1..900<SEQ ID NO 571) 

ATGCCAGTTGAAGAGCTTGAAGACCGTGTTATCATTACTGATCCAAATGACTCAACTAACAGAGCCACC 
ATTTTGAAATTTGGTGCTACTGTAGTTTCTTGGAAAAACAATAATCAAGAAAAATTGTGGTTATCAGAA 
GGTGCTCATTTAGATGGAAGTAAAGCCGTTAGAGGTGGTATCCCATTAGTTTTCCCAGTTTTCGGTAAA 
CAAAAAGATTCAAATCATCCAACTTTCAAATTACCTCAACATGGATTTGCTCGTAATTCAACTTGGGAA 
TTCTTGGGACAAACTCAAGAAAGTCCTATTACGGTTCAATTTGGATTAGGTCCAGAAAATGTTGATCCA 
GAAACTTTGAAATTATGGAATTATGATTTCACTTTGATTTC 

GTTACTTCAATTGACGTGGAAAACACTGGTAAAGAAGCATTTGAATTTAATTGGTTGTTCCATACATAT 
TATAGAATCCATGACATCACCGATACATTAGTTACCAATTTAATTGACCAACAATGTTACGATCAATTG 
ATTGGTGAATCATATATCGAAAAGGCACCAGTTATCAGTTTCCATGAAGAATTTGATAGAATTTATTCA 
AAAGTCAGTTTGGAAAAATCCATTCAAGTCGTTGATAAAGGTCAAGTTCTTTTCAATCTTCATAGAAAA 
AACTTGCCTGATTCCGTTGTATGGAATCCATGGACTAAGAAAGCTGAAGGTATGGCTGATTTCCAACCA 
AAATCAGGGTTTCATCAAATGGTCTGTGTTGAGCCAGGTCATGTTAACTCAATGGTCTCTTTACCAGCT 
GGTGGGAAATGGTCAGGTGGTCAAGAAATCACTATTGGCGGTGAGATTAAAGTTCAAGCTAATATTTAT 
TAG 

YMR099C_homolog 299aa(SEQ ID NO 572) 

MP VEELEDRVI I TDPNDSTNRAT I LKFG ATWSWKNNNQEKLWLSEGAHLDGSKAVRGGI PLVF PVFGK 
QKDSNHPTFKLPQHGFARNSTVraFLGQTQESPIWQFGLGPE 

VTSIDVENTGKEAFEFNWLFHTYYRIHDITDTLVTNLIDQQCYDQLIGESYIEKAPVISFHEEFDRIYS 

KVSLEKSIQWDKCMVLFNLHRKNLPDSW^ 

GGKWSGGQEITIGGEIKVQANIY 

YBL085W_homolog 3519bp public: 1..3519(SEQ ID NO 573) 

ATGGATGGTGGCGATACTTATATATGTATAAAACAATTTAATGCCAGATTAGGCGATGAATTGAGTCTT 
AAAATTGGCGACAAAATTCAAGTATTGGCTGACGATAGAGAATATAATGATGGTTGGTACATGGGCAAA 
AACTTGTTGACTGGAGAAGCAGGCTTATATCCAAAAACATTTACTCAATTAATAACCAACAATGATAGT 
AAAACACTTCTTAGATCGAGGTCAAGAAGAATGATGGCACCTAAAAGTTCCGACCAAGAAACAACACCA 
AAGGACACCACTACTCCCGTGGTGTCGAGTAATCTCAATCCCAACACTCCTCCAAATTACCCTCCAACA 
TTGTCATCTTCAACAGAACCTTCCCATTTAGCTGAACCAATGTCTCAGTTAAATTTAAATAAAGATTCT 
CAATCTTCTCAATATACTGGGTCTCATTTGAACAGCCAAATTGATAGAGCATTACAAGAACTTCAAGGG 
TCTAATGCCGACTTGACCAATTCTGGCAATAGTTTTAATGAGCACAGAAACCACCACTACAATAACAAC 
ACTAATAATAATAATAATAATAATAATAATGCTGCTACTAGTAATAATTACAAACAACCACAGTTAATG 
TCGAAGAAATCAAATGATAGTCTTTCTAGTCAATATCAATATCAATCACAATCCCAACAACCAAAACAT 
TTGAGTGGAGATAAATCTCGACAATCCTTAACTGACGATTTGGACCCTTTGAAAGCAAATACTTGGACA 
CCAAAGCAAGTTTCTTCTTATTTTGCCTTGGTGTTAGGGTTTGATATGGATGTGGCTGGGAAATTTGCT 
CAACACAAAATCACTGGAGAAATCTTGTTTGAATTGGATTTAAATCTTTTGAAAGAATTGGATATTGAT 
TCATTTGGTACCAGATTC/^AATTATATAAAGAAATTGGGAAATTAAAGGAATTGAATACTGAAGGAGTT 
AAAGATAAACAATTGAGAACAGATTCTCTGTCGACTGGATCAACTGGTAAAAATGACACTACGTCATCA 
GCATTAAATTCTCCACCAACTGCTTCCACAACTTTACACGATGCCGTGCCTCATATCGATGATAATAAT 
ATGTTAAATAATACTGGCAAACAACAAACACAACTAATGCCATCAGCCGTTTTGACCAACACTTCTGAC 
TACAATAATAATAGTCAACAACAAAGTGGTTCTCAACATCATCAGAGGAAAAGGTCACTGTCGGTGGAT 
GTTGCCCCACAACAATACTTGGCTTCTGATTCTACATTTATGTCGCCTAGAAGAGCTCCTCAACCACCA 
TCTGGTGAGAGCCCAATTGATACAAGTTATAAATTTGGTGCTGGAAGCGAATACGATAGACCACCTTCA 
CACTATGGCATGTACATGACACGTACTAACGCTTCAAGTCATGCCTTGGGAAGTTCATCACCAGGAATC 
AACTCACGACCAGCTTCATCAATTTATGATCTGTTTTCCAATCATAATAGAAATGGATCATCAACTTCA 
AAACAACACCACAAGAGAAATTCATCAGTAACCAACAATAACAATAACAATAACGGTAACAGCAACCAC 
AAGCATCATCACAGACGTCATTCTTCGGTATTCTCATACCTTTCGTCTGGTAATGATGATTCGGCAAAA 
CCAACACCAAAATTATTGAGTAGTAAGTTCCAAAGTAACAATTTGTACAAGGGTGGTGATGATGGTCAT 
GGAGATTTCACTTCTTCAAGCAATAACAACAACAATAACAGTAAGTTAGTGTCGCCAGCCCAGATCAAG 
AGAGAAACCACTAGTGGTCAATCGTCTCTTCATGAATCAGGATCCAAATCGAAAGGAAAATCACAAATT 
TTTGATTTATCCAATTCACCAGTTGATATTGATGATGCCAAGTTTTCTCCAAAAAAACTGAATTCCGTA 
TCAGTTCGCACCAAGTCAATGGATGCAATTGGTGGTAATGGAGACGATAGACGTGTTGCTAGTGATTCT 
ACAGGATTGAGTCAATCAAAACCTAATAATTCATCAAGACTTAAAGGCATTCGTGCCACGTCAACTCAA 
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AGTTTCCGAAGTTTAACAGGGTCGAAGAAACTGAAAACATCAGCATTTCAAGAAGGTATACGTGAGATT 
ACTCCTGATGAAGCCATTAAAACTGCCAGTCATAGTGGTTATATGTCTAAACGTTCAAATAACAATTTA 
GCGTGGAGAACAAGATATTTCACATTACACGGTACCAGATTATCATATTTCCAATCTTTGAAAGATAAA 
AAGGAAAAAGGTTTGATTGATATTACTGCTCATAAAGTGATACCTATTGATAGTGCTAGTGATGATACT 
GATAAAGCTGATAGATATGCTGCGATGTATGCCTCGACAACATTTGCTGGTAATTATTGTTTTAAATTG 
GTTCCACCGGCTCCAGGGTTTAAAAAGGGGTTAACGTTTACGCAACCGAAAACTCATTATTTTGCTGTT 
GAAACAGAAGAAGAAATGAGAGCTTGGGTCAAAGCATTAATGCAAGCCACTATTGATATTGATGATTCT 
GTTCCTGTTGTGAGTAGTTGTTCTACCCCAACTGTCAGTTTGAATAAAGCTCAAGAATTGTTAGCTAAA 
GCCAGAGAAGAAACCAAATTACGAGATGAACAACTAAAAGCTAATGGCTACATTAGAAGCTTAGAAGAT 
ATCAATGATACTTCATTTCTGGCATCTTTGGATTATCCTGATATGAGTGGAGATATTGGTTTTGGTAGT 
ACTTCTCCAGTAGCAGCAACTTGAGCACCTAAATTGACTCTTGATACTAATTTTAATAGGAAAAGTTCT 
GGAACTATGGGAACAACGGGGACAATAGGTACTCCAGGAACATCAGGTGGTACGGTACCAACAACACCA 
CAAATACCACGATCATCAAGTCAAAGTGGTGGGTTTGCTTCACCTTATTTATTAGCTTCTGGGTTATTA 
TCACCCAAATCAGGAGGTGGTGCCGGTCCAGGAGGAATTGTATCATCGTCTTCTCCAATTAATGAAAAT 
GGACCTTTAAGAAATTCAACTTCAAATTCAGAATATTTTGGTGATATTACTTATAAAAGTTTAAAACCA 
CCATCTCGACAAAATTCCCAATATGCAAGTATCACTAGTGGTGGTGGCAGTATTGGGTTTGGATATGGT 
TCCAACAATAGTGGCCTAGGTGGACCAGCAACAGCAATTGGAGGAGGAGGAGGAGGAGTATTATCATCA 
TCCACTCCATATTCTACTGGTTCTGGATCAACAGCAAGTTCAATGAATTATAATAATCATAACAACAAC 
AACAACAACAACAATTCTGTTAATAGTCCGATTAATGAATTTAGATCTTCAAGGGATTTGAAATCATCA 
TCGTCACCAACGACAACAACAGGTACATCTTCAACATCAGGGAAAAAACCCCAATCACGTAGAACATCA 
GATAAAATGTTGGGATTTTCAAGTGATGCTTCAGGTAGTCATACTTTTGTTATTAAACCGAAAAAATAA 

YBL085W_homolog 1172aa(SEQ ID NO 574) 

MDGGDT Y I C I KQ FNARLGDELSLK I GDKI QVLADDRE YNDGWYMGKNLLTGEAGL Y PKTFTQL I TNND S 
KTLLRSRSRRMMAPKSSDQETTPKOTTTPWSSNLNPNTPPNYPPTLSSSTEPSHLAEPMSQLNI^D^ 
QSSQYTGSHLNSQIDRALQELQGSNADLTNSGNSFNEHRNHHYNNNTNN^ 

SKKSNDSLSSQYQYQSQSQQPKHLSGDKSRQSLTDDLDPLKANTWTPKQVSSYFALVLGFDMDVAGKFA 
QHKITGEILFELDLNLLKELDIDSFGTRFKLYKEIGKLKELNTEGVKDKQLRTDSSSTGSTGKNDTTSS 
ALNSPPTASTTLHDAVPHIDDNNMLNNTGKQQTQLMPS 

VAPQQYLASDSTFMSPRRAPQPPSGESPIDTSYKFGAGSEYDRPPSHYGMYMTRTNASSHALGSSSPGI 
NSRPASSIYDSFSNHNRNGSSTSKQHHKRNSSVTNNNNNl^ 

PTPKLLSSKFQSNNLYKGGDDGHGDFTSSSNNNNNNSKLVSPAQIKRETTSGQSSLHESGSKSKGKSQI 
FDLSNSPVDIDDAKFSPKKSNSVSVRTKSMDAIGGNGDDRRVASDSTGLSQSKPNNSSRLKGIRATSTQ 
SFRSLTGSKKSKTSAFQEGIREITPDEAIKTASHSGYMSKRSNNNLAWRTRYFTLHGTRLSYFQSLKDK 
KEKGLIDITAHKVIPIDSASDDTDKADRYAAMYASTTFAGNYCFKLVPPAPGFKKGLTFTQPKTHYFAV 
ETEEEMRAWVKALMQATIDIDDSVPWSSCSTPWSLNKAQELLAKAREETKLRDEQLKANGYIRSLED 
INDTSFSASLDYPDMSGDIGFGSTSPVAATSAPKLTLE)TNFNRKSSGTMGTTGTIGTPGTSGGTVPTTP 
QIPRSSSQSGGFASPYLLASGLLSPKSGGGAGPGGIVSSSSPINENGPLRNSTSNSEYFGDITYKSLKP 
PSRQNSQYASITSGGGSIGFGYGSI^SGLGGPATAIGGGGGGVLSSSTPYSTGSGSTASSMNYNNHNNN 
NNNNNSVNSPINEFRSSRDLKSSSSPTTTTGTSSTSGKKPQSRRTSDKMLGFSSDASGSHTFVIKPKK 

YBR019C_homolog 2028bp public: 1..2028(SEQ ID NO 575) 

ATGTCAAACGAATATATTCTTGTTACTGGTGGTGCAGGTTACATTGGTTCTCATACAGTTATTGAATTA 
ATCAGTAATGGATATAAAGTAGTCATTGTTGATAATTTAAGTAATTCTTCCTATGATGCAGTTGCTAGA 
ATTGAATTCATTGTCAAACAACATGTTCCATTCTATGATGTTGATATCAGAAATTATGAGCAATTGAAT 
AAAGTTTTCCAAGATTATAAGATCTCTGGAGTCATTCATTTTGCTGCTTTGAAAGCTGTTGGTGAATCA 
ACAAAAATCCCCTTAGCATATTATGATAATAATGTATCAGGTACTGTCAACTTATTGGAAGTATGTAAA 
GCCAATGATGTGAAGACAATTGTTTTCAGTTCTTCAGCTACTGTCTATGGTGATGTTACTAGATTTGGT 
GATAATTCAATGATTCCTATCCCTGAACATTGTCCAATGGATCCAACAAATCCATATGGAAGAACAAAA 
TTCATTATTGAGTCGATTTTAAAAGATATTTATAATAGTGATGATGCTTGGAAAGTAGCAATTTTGAGA 
TATTTCAACCCAATTGGTGCTCATCCATCTGGTTTATTAGGTGAAGATCCATTGGGGATCCCAAATAAC 
TTATTACCTTATTTGGCTCAAGTTGCTATAGGTAGACGTGAAAAATTGTCTATTTTCGGAAATGATTAT 
AATAGTCGTGATGGTACCCCTATTAGAGACTATATTCATGTGGTTGATTTGGCAAAGGGTCACATTGCT 
GCATTGGCGTATTTGAAAAACTTGCAATCTAAAGGCTTGTATCGTGAATGGAATTTAGGTACTGGTAAA 
GGATCC AC TGTTTTTG AAGTTTATCATGC ATTTAGT AAAGTTGTTGGTAG AGAATTGC CCC ATGAAGTT 
GTTGGAAGACGTGCTGGGGATGTCTTGGATTTGACTGCTAAGCCAGACAGAGCAAACAAGGAATTGCAA 
TGGAAAACTGAACTTACCATTGATGATGCTTGTAAAGATTTATGGAAATGGACTACTGAGAACCCTTTT 
GGATTCAACATTGAGAATTATTCTTGGAAAGAATTTGATGGGTTCAATAACCGTTTGCACAGTTTTGTT 
GCTGGTGACTTGAAAGTTAACTTAGCGAATCGTGGTGCATTGATCCAAGCTATCACGTTGAAGGATTCC 
AATATGGTCAAAGCTTATAATAATGCTGAAGATTTCAAATCTGAAACTAACCCATTTTTCGGTACCACT 
GTTGGTAGATATGCCAATAGAATTTCCAATGGAGAATTTAAATTGAATGGAAAAGTGTACAAATTAACT 
AAAAATGAAGGAGCAAACAACTTGCATGGTGGTGCAAATGGATTCGATAAACAAGATTTCTTTGGTCCA 
GTTGTGAAAAGTCGTGATGGTAAGTTTTTCGTTGATTTCTTGTTGGTTGATAAAGATGGTAATGATGGG 
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TTCCCAGGTGAGCTTGAAGCTATCGTACATTACACAATTGATGACTCCTCAGTGGAAATTGAATATGAA 
TGTCAATTATTATCTGGTGAAGCAACAATTGTCAATATGACTAACCATAGTTATTTCAATGTTTCCAAC 
TCAGACACTATTGAAGGAACCGAGGTAAAATTGATTACTGATAAAATGTTAGAAGTGGATTCACAATTA 
TTACCAACTGGTAAATTTATTGAAAATGAAAAAGCTGCTAGCCCAATTGTGTTAAATGAGAATGACGTA 
TTTGACAATTGTTTTATTGTTGATGAAGAATGTGGTATAGATACTCGTGATAAACCTTTGAAACAAGTC 
TTTGAAGCAACTAGTTTTGTCACAAACAACAAATTGAAGATATCCACCACTGAACCAGCTTTCCAATTT 
TACACTGGTGACGGTGTTAATACTAAAGGTTTTGGGAAAAGATGTGGTTTCTGCGTGGAACCAAGTAGA 
TTTATTAATGCAATCAATCACAAAGAATGGTCTAATCAAGTCATCTTGAAAAAAGGTGATGTTTATGGA 
AGTAAAATTAAATATGAATTTCAATAG 

YBR019C_homolog 675aa(SEQ ID NO 576) 

MSNEYILVTGGAGYIGSHTVIELISNGYKWIVDNLSNSSYDAVARIEFIVKQHVPFYDVDIRNYEQLN 
KVFQDYK I SGVI HFAAL KAVGES TKI PL AYYDNNVSGTVNL LEVC KANDVKT I VFSS S ATVYGDVTRFG 
DNSMI PI PEHCPMDPTNPYGRTKFI IES ILKDI YNSDDAWKVAILRYFNPIGAHPSGLLGEDPLGI PNN 
LLPYLAQVAIGRREKLSIFGNDYNSRDGTPIRDYIHWDLAKGHIAALAYLKNLQSKGLYREWNLGTGK 
GSTVFEVYHAFSKWGRELPHEWGRRAGDVU)LTAKPDRANKELQV^^ 

GFNIEHWSWKEFDGFNNRLHSFVAGDLKVNLANRGALIQAITLKDSNMVKAYNNAEDFKSETNPFFGTT 
VGRYANRISNGEFKIJ^GKVYKLTKNEGA^LHGGANGFDKQDFFGPVVKSRDGKFFVDFLLVDKDG^ 
FPGELEArVHYTIDDSSVEIEYECQLLSGEATIVNMTN^ 

LPTGKFIENEKAASPIVLNENDVFDNCFIVDEECGIDTRDKPLKQWEATSFVTNNKLKISTTEPA^ 
YTGDGVNTKGFGKRCGFCVEPSRFINAINHKEWSNQVILKKGDVYGSKIKYEFQ 

YCR005C_homolog 1194bp public: 1..1194(SEQ ID NO 577) 

ATGAGAGGTATCAAAGGTTTAGTTTGGGAAGGTTCTGTTTTGGACCCAATTGAAGGTATCCGTTTCAGA 
GGAAGAACCATCCCAGACATTCAAAAAGAATTGCCAAAAGCACCAGGTGGTGAAGAACCATTACCAGAA 
GCTCTTTTCTGGTTGTTGTTGACTGGTGAAGTTCCAACTGACGCCCAAACTAAGGCTTTATCCGAAGAA 
TTTGCTGCTAGATCAGCATTACCAAAGCACGTTGAAGAATTGATCGACAGATCTCCATCTCACTTGCAC 
CCAATGGCTCAATTCTCCATTGCCGTTACTGCTTTGGAATCTGAATCCCAATTTGCCCAAGCTTATGCT 
AAAGGTGCCAACAAATCCGAATACTGGAAATACACTTACGAAGATTCCATCGATTTGTTAGCTAAATTG 
CCAACCATTGCTGCTAAGATTTACAGAAACGTTTTCCACGATGGTAAATTGCCAGCTGCCATTGAGTCC 
AAATTGGATTACGGTGCTAACTTGGCCAGTTTGTTAGGTTTTGGTGACAACAAGGAATTTGTTGAATTA 
ATGAGATTGTACCTTACCATCCACTCTGACCACGAAGGTGGTAACGTCTCTGCACACACCACCCACTTG 
GTTGGTTCCGCTTTATCTTCCCCATTCTTGTCATTAGCTGCTGGTTTGAATGGTTTAGCTGGTCCATTA 
CACGGTAGAGCTAACCAAGAAGTTTTGGAATGGTTGTTCAAATTAAGAGAAGAATTAAACGGTGACTAC 
TCCAAGGAAGCCATTGAAAAATACTTGTGGGAAACCTTGAACTCCGGTAGAGTTGTCCCAGGTTACGGT 
CACGCTGTCTTGAGAAAGACCGATCCAAGATACACTGCTCAAAGAGAATTTGCTCTTAAACATATGCCA 
GACTACGAATTGTTCAAATTGGTTTCAAACATTTACGAAGTCGCTCCAGGTGTTTTGACCAAACACGGT 
AAGACCAAGAACCCATGGCCAAATGTGGACTCCCACTCTGGTGTCTTGTTACAATACTACGGTTTGACT 
GAACAATCTTTCTACACTGTCTTGTTCGGTGTTTCCAGAGCCTTTGGTGTCTTGCCACAATTGATCTTG 
GACCGTGGTATCGGTATGCCAATTGAAAGACCAAAATCTTTCTCCACTGAAAAATACATTGAATTGGTC 
AAAAACATCAACAAAGCTTAA 

YCR005C_homolog 397aa(SEQ ID NO 57 8) 

MRGIKGLVWEGSVLDPIEGIRFRGRTIPDIQKELPKAPGGEEPLPEALFWLLLTGEVPTDAQTKALSEE 
FAARSALPKHVEELIDRSPSHLHPMAQFSIAVTALESESQFAQAYAKGANKSEYWKYTYEDSIDLLAKL 
PTIAAKIYRNVFHDGKLPAAIDSKLDYGANLASLLGFGDNKEFVELMRLYLTIHSDHEGGNVSAHTTHL 
VGSALSSPFLSLAAGLNGLAGPLHGRANQEVLEWLFKLREELNGDYSKEAIEKYLWETLNSGRWPGYG 
HAVLRKTDPRYTAQREFALKHMPDYELFKLVSNIYEVAPGVLTKHGKTKNPWPNVDSHSGVLLQYYGLT 
EQSFYTVLFGVSRAFGVLPQLILDRGIGMPIERPKSFSTEKYIELVKNINKA 

.YDR345C_homolog 1653bp public: 1..1653(SEQ ID NO 579) 

ATGTCATTAGATAATTCAACAGAAAACCGTGATTTGGAAGAAAAGGAAGAAATTCCAAAGAACGAACAT 
AACGAACAAGGCGAACAAAACGAGAACAATGAGCATATACCTACTTTGGAAGATAAACCATTGAAGGAA 
TATATTGGTATTAGTATTTTGTGTTTCCTTATTGCCTTTGGTGGTTTCGTTTTCGGTTTCGATACTGGT 
ACCATTTCTGGTTTCATTAACATGACTGACTTTTTAGAAAGATTTGGTGGTACTAAAGCTGACGGTACT 
CTTTACTTTTCCAACGTTAGAACTGGTTTATTGATTGGTTTGTTCAATGTGGGTTGTGCCATTGGTGCA 
TTATTCTTGTCTAAAGTCGGTGATATGTATGGTAGAAGAGTTGGTATCATGACTGCTATGATCATTTAT 
ATTGTTGGTATTATTGTTCAAATTGCTTCTCAACATGCTTGGTATCAAATCATGATTGGTAGAATTATC 
ACTGGTCTTGCTGTTGGTATGTTATCAGTTTTGTGTCCATTATTTATCTCAGAGGTTTCTCCCAAACAT 
TTAAGAGGTACATTAGTTTATTGTTTCCAATTGATGATTACCTTGGGTATTTTCTTGGGTTACTGTACC 
AGTTACGGTACTAAGAAATATTCTGACTCCAGACAATGGAGAATTCCATTGGGTTTATGCTTTGCTTGG 
GCCTTGTGTTTGCTTGGTGGTATGGTAAGAATGCCAGAATCTCCACGTTACCTTGTCGGTAAAGATAGA 
ATTGACGATGCTAAGATTTCACTTGCCAAAACTAACAAGGTTTCTCCAGAGGACCCTGCATTATACCGT 
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gaacttcaattaatccaagctgk;tgttgaaagagaaagattggccggtaaggcatcttggggtgcttta 
atcactggtaaaccaagaatccttgaaagagttattgttggaggtatgttgcaatcattgcaacaattg 
actggtgataactatttcttctactacagtaccaccattttcaagtctgtcggtttaaatgattccttc 
gaaacatctattatccttggtgtcatcaactttgcttccacttttgttggtatttatgccattgaaaga 

TTGGGTAGAAGACTCTGTTTATTAACTGGTTCCGTTGCCATGTCCATTTGTTTCTTAATTTACTCATTG 
ATTGGTACTCAACATCTTTACATTGATCAACCAGGTGGTCCAACCAGAAAACCAGATGGTAACGCTATG 
ATTTTCATTACTGCACTTTATGTTTTCTTCTTCGCTTCTACATGGGCTGGTGGTGTCTACTCCATTGTT 
TCTGAACTTTATCCATTAAAAGTCAGAAGTAAGGCTATGGGTTTTGCTAATGCATGTAACTGGTTGTGG 
GGTTTCTTGATTTCCTTCTTCACTTCATTTATCACTGATGCTATCCACTTCTATTATGGTTTTGTGTTT 
ATGGGCTGTTT AGTGTTTTC C ATTTTCTTTGTTT AC TTT ATG ATTT ACG AAACT AAAGGTCTTACTTT A 
GAGGAAATTGATGAATTATACTCTACCAAGGTTGTTCCATGGAAATCAGCCGGTTGGGTTCCACCTTCT 
GACGAAGAAATGGTTCGTGCAAAAGGCTATACTGGTGATATCCACGCAGATGAAGAGCAAGTTTAA 

YDR345C_homolog 550aa(SEQ ID NO 580) 

MSLDNSTENRDLEEKEEIPKNEHNEQGEQNENNEHIPTLEDKPLKEYIGISILCFLIAFGGFVFGFDTG 
TISGFINMTDFLERFGGTKADGTLYFSNVRTGLLIGLFWGCAIGALFLSKVGDMYGRRVGIMTAMIIY 
I VG 1 1 VQI ASQHAWYQ IMIGRI ITGL AVGML S VLC PLF I SEVSPKHLRGTLVYCFQLMITLGI FLGYCT 
SYGTKKYSDSRQWRIPLGLCFAWALCLLGGMVRMPESPRYLVGKDRIDDAKISLAKTNKVSPEDPALYR 
ELQLIQAGVERERLAGKASWGALITGKPRILERVIVGGMLQSLQQLTGDNYFFYYSTTIFKSVGLNDSF 
ETSIILGVINFASTFVGIYAIERLGRRLCLLTGSVAMSICFLIYSLIGTQHLYIDQPGGPTRKPDGNAM 
IFITALYVFFFASTWAGGVYSIVSELYPLKVRSKAMGFANACNWLWGFLISFFTSFITDAIHFYYGFVF 
MGCLVFSIFFWFMIYETKGLTLEEIDELYSTKWPWKSAGWVPPSDEEMVRAKGYTGDIHADEEQV 

YDR545W_homolog 1194bp public: 1..1194(SEQ ID NO 581) 

ATGGCATCCGAAGGTATTACTGAAATCGACTCTGGTTTAATTGAAACCAATTACGATAACGTCGTCTAC 
AAGTTCGACGATTTAAACTTGAAACCAAACATTGTTAGAGGTATTTTTGGTTACGGGTATGAAACTCCA 
TCCGCTATTCAACAAAGAGCCATCTTGCCAATCACTGAAGGTAGAGATGTTTTGGCTCAAGCTCAATCC 
GGTACTGGTAAAACCGCTACCTTTACCATTTCTGCATTACAAAGAATCAATGAAAATGAAAAAGCCACT 
CAAGCTTTAATCTTGGCCCCAACCAGAGAATTGGCTTTGCAAATCAAGAATGTTATCACTGCTATTGGT 
TTGTACTTGAAGGTTACTGTCCATGCTTCTATTGGTGGTACCTCAATGAGTGACGATATTGAAGCTTTC 
AGATCTGGTGTTCAAATTGTCGTTGGTACTCCAGGTAGAGTCTTAGACATGATTGAAAGAAGATATTTC 
AAAACCGATAAAGTCAAGATGTTCATTTTGGATGAAGCTGATGAAATGTTATCAAGTGGATTTAAAGAA 
CAAATTTACAACATTTTCAGATTATTACCAGAAACCACCCAAATTGTCTTATTATCTGCCACCATGCCA 
CAAGACGTTTTGGAAGTCACCACCAAATTCATGAACAACCCAGTCAGAATCTTAGTCAAAAAAGATGAA 
TTGACTTTGGAAGGTATCAAACAATTCTATATTAATGTTGAATTAGAAGATTACAAATTCGATTGTTTG 
TGTGATTTGTACGATTCTATTTCTGTCACCCAAGCCGTCATTTTCTGTAACACTAGATCCAAGGTTGAA 
TTTTTAACCAACAAATTGAGAGAACAACACTTTACTGTCTCTGCCATCCACGCTGATTTGCCACAAGCC 
GAAAGAGACACCATTATGAAAGAATTCAGATCTGGTTCTTCAAGAATCTTGATCTCTACTGATTTGTTA 
GCTAGAGGTATTGATGTCCAACAAGTTTCTTTAGTTATCAACTACGATTTGCCAGCCAACAAGGAAAAC 
TACATTCATAGAATTGGTAGAGGTGGTCGTTTCGGTAGAAAGGGGGTTGCCATCAACTTTGTCACTGAC 
AGAGATGTTGGTATGATGAGAGAAATTG7\AAAATTCTACTCTACTCAAATCGAAGAAATGCCAGCTGAT 
ATTGGTGCTTTATTTGCTTAG 

YDR545W_homolog 397aa(SEQ ID NO 582) 

MASEGITEIDSGLIETNYDNWYKFDDLNLKPNIVRGIFGYGYETPSAIQQRAILPITEGRDVLAQAQS 
GTGKTATFTISALQRINENEKATQALILAPTRELALQIKNVITAIGLYLKVTVHASIGGTSMSDDIEAF 
RSGVQIWGTPGRVLDMIERRYFKTDKVKMFILDEADEMLSSGFKEQIYNIFRLLPETTQIVLLSATMP 
QDVLEVTTKF^©JNPWILVKKDELTLEGIKQFYINVELEDYKFDCLCDLYDSISVTQAVIFCNTRSKVE 
FLTNKLREQHFTVSAIHADLPQAERDTIMKEFRSGSSRILISTDLLARGIDVQQVSLVINYDLPANKEN 
YIHRIGRGGRFGRKGVAINFVTDRDVGMMREIEKFYSTQIEEMPADIGALFA 

YIL057C_homolog 606bp public: 1..606(SEQ ID NO 583) 

ATGGCGGGAAAGAAAAAGTCTAAGTCTGAAGCTTTACCATTAGATTTAGACAATATTAAACCAATGGAT 
CATTTACAACCAGTCCCTAAAACAAGATCATCATCAATTACCTCAATTGAAAGTGCTGATGAACCAGGT 
ACTATGAAACAAGTGTTGTTACCACCTACAATCAAAGAATTTGACGAATTGGAACAATTTGAATCATTT 
GTTCGTGATGAAACTTGGGATAATGATTTTGATTATTTCCATGGTAGATTACATTATTATCCACCATTT 
GTTATGAAGAGTTGTCAAAATAATCTTGAAAAAATCAAGCCTACCATGAATAAAAACTCCAAGAAATTT 
AGACGTGATTTACAACATCATATTCAAAAACATTTAATTAAAGATTTAGAAAAATGTTGTGGTTACGAG 
TTGAATTTTGGTAAAGGAGAAGTTGTTGAGACTGATAATAAAGTTACTTGGAAATTTAAAGACGAAACT 
GATCATGGTTTTAGTAAAGAAGAAGAAGATATGTATGATAGACATTGGAGATTGGAATTGGATGTTTCT 
TGTACAAATGAATCAGCTATGGTTGATGTTGAATATAAATCCATTCCAATGTAA 
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YIL057C_homolog 2 01aa(SEQ ID NO 584) 

MAGKKKSKSEALPLDLDNIKPMDHLQPVPKTRSSSITSIESADEPGTMKQVLLPPTIKEFDELEQFESF 
VRDETWDNDFDYFHGRLHYYPPFVMKSCQNNLEKIKPTMNKNSKKFRRDLQHHIQKHLIKDLEKCCGYE 
LNFGKGEVVETDNKVTWKFKDETDHGFSKEEEDMYDRHWRLELDVSCTNESAMVDVEYKSIPM 

YKR097W_homolog 1662bp public: 1..1662(SEQ ID NO 585) 

ATGGCTCCTCCTACTGCTGTTGAATCTTCAATCAATTTCGGAGGTCACCCAACTATCAAATCCACTCAA 
GACCCATTGGTCCAAAAGTTGTCTCTTAATACCGACACTGTGATCAGACACAATGCTCCACCTCCAACC 
TTATACGAAGATGGTTTATTAGAAAAAGGTACTACTATCTCATCTACTGGTGCTTTAATGGCTTACTCT 
GGTAACAAAACCGGTAGATCTCCTAAAGACAAGAGAATTGTCGACGAATCCACCTCATCCCATAACATT 
TGGTGGGGTCCAGTGAATAAACAAGTTGACGAATTAACTTGGAAGATTTCTAGATCAAGAGCTTTGGAT 
TACTTGAGAACTAGAGAAAAGTTGTTTGTTGTTGACGCTTATGCTGGTTGGGATCCAAGATACAGAATC 
AAGGTCAGAATTATCTGTGCTAGAGCTTACCATGCTTTGTTCATGACCAATATGTTGATCAGACCAACT 
GAAGAAGAATTAAAAAACTTTGGTGAACCAGATTTCACCATCTACAATGCTGGTCAATTCCCAGCCAAC 
ATCCACACTAAAGGTATGACTTCTGCCACTTCTGTTGAAATCAACTTTAAAGATATGGAAATGGTTATC 
TTGGGTACTGAATATGCTGGTGAAATGAAGAAAGGTATCTTTACTGTTATGTTCTACTTGATGCCAATC 
AAACACAAGGTTTTGACTTTGCACTCCTCATGTAACCAAGGGGTTGAAAAAGGTGATGTCACTTTGTTC 
TTTGGTCTTTCTGGTACTGGTAAGACCACTTTGTCTGCTGATCCACAAAGAAAGTTGATTGGTGATGAC 
GAACATTGTTGGTCCGACAATGGTGTGTTCAACATTGAAGGTGGTTGTTACGCCAAATGTTTGGACTTG 
TCTGCTGAAAAAGAACCAGAAATTTTCAACTCCATCAAGTTTGGTGCTATTTTGGAAAATGTTGTCTAC 
GACCCAATCACCAAGGTTGTTGACTACGAAGATTCATCAATCACTGAAAACACTAGATGTGCATACCCA 
ATTGATTTCATTCCATCTGCCAAGATTCCATGTTTGGCCGACACCCATCCAACCAATATTATCTTGTTA 
ACATGTGATGCTTCCGGTGTGTTGCCACCAGTCTCCAAATTGACTAATGCTCAAGTTATGTATCATTTC 
ATTTCTGGTTACACCTCCAAGATGGCAGGTACTGAAGAAGGTGTTACTGAACCACAAGCTACATTCTCC 
GCATGTTTCGGTCAACCATTCTTGGTGTTGCACCCAATGAAATATGCTCAACAATTGTCTGACAAGATT 
TCCGAACACAATGCCAACGCTTGGTTGTTGAACACTGGTTGGGTTGGTTCTTCTGTTGCTCAAGGTGGT 
AAGAGATGTCCATTGAAATACACCAGAGCTATCTTGGATGCTATCCACTCTGGTGAATTGTCTAAAGTC 
GAATACGAAAAAGTTCCAGTTTTCAACCTTAATGTTCCAACTTCTTGTCCTGGTGTTCCAAGTGAAATT 
TTGAACCCAACTAAAGCTTGGACCCAAGGTACTGATTCATTCAACAAGGAAATCAAATCTCTTGCTACC 
AAGTTTGCTGAAAACTTCAAGACATACGCTGATCAAGCTACTGCTGAAGTTAAAGCTGCTGGTCCAGAA 
GCATAA 

YKR097W_homolog 553aa{SEQ ID NO 586) 

MAPPTAVESSINFGGHPTIKSTQDPLVQKLSLNTDTVIRHNAPPPTLYEDGLLEKGTTISSTGALMAYS 
GNKTGRSPKDKRIVDESTSSHNIWWGPVNKQVDELTWKISRSRALDYLRTREKLFVVDAYAGWDPRYRI 
KVRIICARAYHALFMTNMLIRPTEEELKNFGEPDFTIYNAGQFPANIHTKGMTSATSVEINFKDMEMVI 
LGTEYAGEMKKGIFTVMFYLMPIKHKVLTLHSSCNQGVEKGDVTLFFGLSGTGKTTLSADPQRKLIGDD 
EHCWSDNGVFNIEGGCYAKCLDLSAEKEPEIFNSIKFGAILENWYDPITKWDYEDSSITENTRCAYP 
IDFIPSAKIPCLADTHPTNIILLTCDASGVLPPVSKLTNAQVMYHFISGYTSKMAGTEEGVTEPQATFS 
ACFGQPFLVLHPMKYAQQLSDKISEHNANAWLI^GWVGSSVAQGGKRCPLKYTRAILDAIHSGELSKV 
EYEKVPVFNLNVPTSCPGVPSEILNPTKAWTQGTDSFNKEIKSLATKFAENFKTYADQATAEVKAAGPE 
A 

YOL126C__homolog 1014bp public: 1..1014(SEQ ID NO 587) 

ATGGTCAAAGTCGCTATTTTAGGAGCTGCTGGTGGTATTGGTCAACCATTATCTTTATTGACCAAATTA 
AACCCAAATGTTGATGAATTGGCATTATTTGATGTCGTCAATGTTCCAGGAGTTGGTGCTGATTTATCT 
C ATATCAATTC TGATTC TAAAACTC AATCAT ATTTACCAAAAG ATAAAGAAG ATAAAACTGCATTAGCT 
GCTGCATTAAAAGGTTCTGATTTAGTCATTATCCCAGCTGGTGTTCCAAGAAAACCAGGTATGACCAGA 
GATGATTTATTCAATATTAATGCATCAATCGTTCAAGGTTTAGCTGAAGGTATTGCTGCCAATTCTCCA 
AAAGCTTTTGTCTTGGTGATTTCTAATCCAGTCAATTCTACTGTACCAATTGTTGCCGAAACTTTACAA 
GCTAAAGGTGTTTATGATCCAGCTAGATTATTTGGTGTTACTACTTTGGATATTGTTAGAGCCAATACT 
TTTATTTCTCAATTATTCCTAGATCAAACTAAACCATCTGATTTCAATATTAATGTTGTTGGTGGCCAT 
TCTGGTGAAACCATTGTTCCATTATATTCATTAGGTAACTCTAAACAATATTATGATATATTATCTGAA 
GAACAAAAGAAGGAATTAATCAAAAGAGTTCAATTTGGTGGCGATGAAGTTGTTCAAGCCAAGAATGGT 
GCTGGTTCCGCCACTTTATCCATGGCTTATGCCGGTTATAGATTAGCCGAATCAATTTTAGCTGCTGTT 
AATGGTAAAACTGATATTGTTGAATGTACTTTCTTGAACTTGGATTCTTCAATTAAAGGTGCTTCTGAA 
GCTAGAAAATTGGTTAAAGATTTAGATTTCTTTTCATTACCAGTTCAATTAGGTAAAAACGGTATTACT 
GAAGTTAAATATGATATCTTAAATCAAATTTCTGATGATGAAAAGAAATTGTTAGAAGTTGCCATTGAA 
CAATTACAAAAGAATATTGAAAAAGGTGTTTCATTTGCTAAGAAATAA 



WO 02/064766 PCT/EPO 1/1 5398 

175/251 

YOL126C_homolog 337aa(SEQ ID NO 588) 

MVKVAILGAAGGIGQPLSLLTKLNPNVDELALFDVVNVPGVGADLSHINSDSKTQSYLPKDKEDKTALA 
AALKGSDLVII PAGVPRKPGMTRDDLFNINASIVQGLAEGIAANSPKAFVLVI SNPVNSTVPIVAETLQ 
AKGVYDPARLFGVTTLDIVRANTFISQLFLDQTKPSDFNINWGGHSGETIVPLYSLGNSKQYYDILSE 
EQKKEL IKRVQFGGDEWQAKNGAGSATLSMAYAGYRLAESILAAVNGKTDI VECTFLNLDS S IKGASE 
ARKLVKDLDFFSLPVQLGKNGITEVKYDILNQISDDEKKLLEVAIEQLQKNIEKGVSFAKK 

YBL072C_homolog 621bp public: 1..62KSEQ ID NO 589) 

ATGGGTATTTCTAGAGATTCACGTCACAAAAGATCCGCCACTGGTGCCAAAAGAGCCCAATTCAGAAAG 
AAGAGAAAGTTTGAATTAGGTAGACAACCAGCCAACACCAAGATTGGTCCAAAAAGAATTCACTCTGTC 
AGAACCAGAGGTGGTAACCAAAAATTCAGAGCTTTGAGAGTTGAAACCGGTAACTTCTCTTGGGGTTCC 
GAAGGTGTTTCCAGAAAAACCAGAATTGCTGGTGTCGTTTACCATCCATCTAATAACGAATTGGTTAGA 
ACCAACACCTTGACCAAATCTGCTGTTGTTCAAATTGATGCTACTCCATTCAGACAATGGTACGAAAAC 
CACTACGGTGCTACTTTAGGTAAAAAGAAGGGTGGTGCTCATGCTGCTCACGCTGCTGAAGTTGCCGAT 
GCCAAGAGATCAAGAAAAGTCGAAAGAAAATTGGCTGCTAGATCTGGTGCTGCTGCCATTGAATCCGCT 
GTTGACTCTCAATTCGGTTCTGGTAGATTATACGCTGTCATTTCTTCAAGACCAGGTCAATCTGGTAGA 
TGTGATGGTTAC ATCTTGGAAGGTGAAG AATT AGCCTTC TACTTGAGAAG ATT AACTGC TAAGAAATAA 

YBL072C_homolog 206aa(SEQ ID NO 590) 

MGISRDSRHKRSATGAKRAQFRKKRKFELGRQPANTKIGPKRIHSVRTRGGNQKFRALRVETGNFSWGS 
EGVS RKTRI AGWYH P SNNELVRTNTLTKS AWQ I DAT PFRQWENHYGATLGKKKGGAHAAHAAEVAD 
AKRSRKVERKLAARSGAAAIES AVDSQFGSGRLYAVI SSRPGQSGRCDGYI LEGEELAFYLRRLTAKK 

YBR009C__homolog 318bp public: 1..318(SEQ ID NO 591) 

ATGTCAGGTACCGGTAGAGGAAAAGGTGGTAAAGGTTTAGGAAAAGGTGGTGCTAAACGTCACAGAAAA 
ATTTTAAGAGATAACATTCAAGGTATTACAAAACCAGCTATCAGAAGATTGGCCAGAAGAGGTGGTGTT 
AAACGTATTTCTGCTTTGATTTATGAAGAAGTCAGAGTTGTCTTGAAACAATTTTTGGAAAACGTTATC 
AGAGATGCTGTTACTTACACTGAACATGCTAAAAGAAAAACCGTCACTTCATTGGATGTTGTTTACGCT 
TTGAAGAGACAAGGTAGAACCTTGTATGGTTTCGGTGGTTAA 

YBR009C_homolog 105aa(SEQ ID NO 592) 

MSGTGRGKGGKGLGKGGAKRHRKILRDNIQGITKPAIRRLARRGGVKRISALIYEEVRVVLKQFLEWI 
RDAVTYTEHAKRKTVTSLDWYALKRQGRTLYGFGG 

YBR189W_homolog 489bp public: 1..489(SEQ ID NO 593) 

ATGGCCGGTGAATACCGGTTTAAAAAACAAGGGGGGAATCTACAGAATTGGGGTTCCAAATGTCCTAAA 
ATCAGAAGAGCTGCTCGTGAATTTGTAACCAGAGGTGAAAAAGGCCCCAAAAAGATTATTCGGAAGGTA 
ATGGCTTTGATCAGAAGATTAGTCAGATTCGGTTTCTTGTCTGAGGACAAAATGAAATTGGATTATGTC 
TTGGCTTGGAACCCAGAAGTTTTCTTGAACAGAAGATTCCAACCCCAAGTTTTCAAATTAGGTTTAGCT 
AGATCTATCCCCCACGCCAGAGTTTTGATCACCCAAAGCCACATTGCTGTTGGTAAACAAATTGTTACC 
ATCCCATCATTTACTGTCAGATTGGACTCTCAAAAACACATTGACTTTGCCCACAACTCTCCATACGGT 
GGTGGTAGAGCCGGTAGAGTTAAGAGAAAGAACCAAGGTAAAGGTGGTGAAGAAGGTGCCGAAGAAGAA 
GAATAA 

YBR189W_homolog 162aa(SEQ ID NO 594) 

MAGEYRFKKQGGNLQNWGSKCPKIRRAAREFVTRGEKGPKKIIRKVMALIRRLVRFGFLSEDKMKLDYV 

LAWNPEVFLNRRFQPQVFKLGLARSIPHARVLITQSHIAVGKQIVTIPSFTVRLDSQKHIDFAHNSPYG 
GGRAGRVKRKNQGKGGEEGAEEEE 

YBR191W — homolog 330bp public: 1..330(SEQ ID NO 595) 

ATGCCACACAAATACTACCACGGTAAGACTGGTATTGTTTACAACGTTACCAAATCCTCCGTTGGTGTT 
ATCATTAACAAAGTTGTTGGAAACAGATACATTGAAAAGAGAGTTAACTTGAGAGTTGAACATGTTAAA 
CACTCTGCTTGTCGTCAAGAATTCTTGAACAGAGTTAAATCTAACGCTGCTAAAAAGAGAGAAGCTAAA 
GCTAACGGTGAAACCGTTTACTTGAAGAGACAAGCTGCCAAGCCAAGAGGTTCAAGAATTATCTCCACT 
GAAGGTAACATTCCTCAAACTTTGGCTCCAGTCGCTTACGAAACTTTCATTTAA 

YBR191W_homolog 109aa(SEQ ID NO 596) 

MPHKYYHGKTGIVYNVTKSSVGVIINKWGNRYIEKRVNLRVEHVKHSACRQEFLNRVKSNAAKKREAK 
ANGETVYLKRQAAKPRGSRI I STEGN I PQTLAPVAYETF I 

YCL035C_hoinolog 384bp public: 1..384{SEQ ID NO 597) 

ATGATAGACAAAATGCTGCTGATTCTTGCCTGGGGATTCAATTTGTGGTATCAACCACCTCCACCTACT 
GCACAAACTGAGAAAGAAATCG7UVCACACTATTAACTCTCACAAGATTGTTATTTATTCTAAAACTTAT 
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TGTCCATTTTGTGACCAAACCAAACATCTATTAAATGAACAATATCCACAAGAATCGTACGAAGTCATA 
AACTTGAATATTCTCGATGACGGATTGACTATTCAGAATCAATTGTATGCTAATACTGGTCAATATATG 
GTGCCCATAATCTTCATAAACGGACAACACGTTGGAGGAAATTCAGAAGTTCAGCAATTGCACACCAAT 
GGGAAATTGCAAGAATTATTGAATCCTCAGAAATATTGA 

YCL035C_homolog 127aa(SEQ ID NO 598) 

MIDKMSSILAWGFNLWYQPPPPTAQTEKEIEHTINSHKIVIYSKTYCPFCDQTKHLLNEQYPQESYEVI 
NLNILDDGLTIQNQLYANTGQYMVPIIFINGQHVGGNSEVQQLHTNGKLQELLNPQKY 

YDL004W_homolog 486bp public: 1..486(SEQ ID NO 599) 

ATGTTCAGACAAGTTTTCCGTCAAGTTACCAAACAATCATTCACTGGGGTTAAGAGAACTTATGCCACC 
GAGGCCGCCGTGTCTACAGATGCTTTGAAATTATCCTTGGCATTGCCACACCAAACCTTATACAACGAC 
TCCGAAGTCCAACAAGTAAACTTGCCATCTGTCAACGGTGATTTGGGTATTTTGGCCAACCACATTCCA 
ATTGTCGAACAATTGAGACCAGGATTGTTAGAAATCATTTCCAAAAACGGAGACTCTGACCAATACTTT 
GTCAGCGGCGGTATCGCCATGGTCCAACCAGGAAACAAGTTGACTATTTCCGCCATCGAAGCATTCAAG 
ACCGACCAAATTGATCTCTCTGCCGTCAAAAACTTGATTGCCGATGCCCAAAAGAGAGCTGAATCTAGT 
GATGAAAAGGTCGCTGCTGAAGCCAACATCGAATTGGAAGTGTTAGATGCTTTACAACATTTTACTAAG 
TAA 

YDL004W_homolog 161aa(SEQ ID NO 600) 
MFRQVFRQVTKQSFTGVKRTYATEAAVSTDALKLS 

IVEQLRPGLLEIISKNGDSDQYFVSGGIAMVQPGNKLTISAIEAFKTDQIDLSAVKNLIADAQKRAESS 
DEKVAAEANIELEVLDALQHFTK 

YDR099W_homolog 795bp public: 1..795(SEQ ID NO 601) 

ATGCCAGCCTCCCGTGAAGATTCCGTTTACCTTGCTAAATTAGCCGAACAAGCAGAACGTTATGAAGAA 
ATGGTTGAAAACATGAAAGCCGTTGCTTCCTCTGGCCAAGAATTGTCTGTTGAAGAACGTAATTTATTA 
TCTGTTGCTTACAAGAATGTCATTGGTGCTCGTCGTGCTTCTTGGAGAATTGTTTCATCAATTGAACAA 
AAAGAAGAAGCCAAAGGAAATGAGAGCCAAGTTGCTTTGATCAGAGATTACCGTGCCAAGATTGAAGCT 
G AATTGTCTAAAATTTGTGAAGATATTCTCTCTGTGTTGAGCGACC ATTTAATTAC ATC TGC CC AAACT 
GGTG AATC AAAAGTATTTTACTAC AAGATG AAAGGTG ATTAC C AC AGATACTTGGCTGAATTTGCTATC 
GCTGAAAAACGTAAGGAAGCTGCTGATTTATCATTAGAGGCTTATAAAGCTGCTTCTGACGTTGCTGTG 
ACCGAGTTGCCACCAACCCATCCAATCAGATTAGGTTTAGCATTGAACTTCTCTGTTTTCTACTATGAA 
ATTTTGAACTCCCCAGATAGAGCTTGTCATTTAGCTAAACAAGCTTTCGATGATGCTGTTGCTGATTTA 
GAAACCTTATCTGAAGATTCATACAAGGATTCAACTTTGATTATGCAATTATTGAGAGATAACTTGACT 
TTATGGACCGATTTATCTGAAGCCCCAGCTGCCACTGAAGAACAACAACAATCCAGTCAAGCTCCAGCT 
GCTCAACCAACAGAAGGTAAGGCTGATCAAGAATAG 

YDR099W_homolog 264aa{SEQ ID NO 602) 
MPASREDSWIJVKLAEQAERYEEMVENMKAVASSGQELS 

KEEAKGNESQVALIRDYRAKIEAELSKICEDILSVLSDHLITSAQTGESKVFYYKMKGDYHRYLAEFAI 
AEKRKEAADLSLEAYKAASDVAVTELPPTHPIRLGLALNFSVFYYEILNSPDRACHLAKQAFDDAVADL 
ETLSEDSYKDSTLIMQLLRDNLTLWTDLSEAPAATEEQQQSSQAPAAQPTEGKADQE 

YDR399W__homolog 642bp public: 1..642<SEQ ID NO 603) 

ATGTCTGAATCTGAGAAAATGTACATTTCGTACAATAATATACACCAGTTATGTCAAGAAATAGCCCCT 
AAGATCAAAGAATTTAAGCCTGACTTGATCATTGCTATTGGTGGCGGTGGTTTTATTCCAGCTAGAATG 
TTGCGTTCCTTCTTGAAAGAACCAGGTCAACCAAACGTTAGAATTATGGCTATCATATTGTCTTTATAC 
GAAGAGATTGAGAGTGAAAACGGTATTGAAAAGCCAGGTACCCAAGTTGTGCGTACTCAATGGATTGAT 
TATCATCAATCTAAAATTGACTTGGTTGGTAAAAATGTGTTAATTATTGATGAGGTTGATGATACCAGA 
ACCACTTTGCATTACGCAGTCAGTGAATTGAAAAAAGATGTGGAAGAGCAATCAAAAGCCAAAGGTGCA 
GATCCTAAAGATACCAAGTTTGGTATTTTTGTGTTGCACGACAAGCAAAAGCAAAAGAAAGCAGAATTG 
CCAGATGATATTATGAAGACTGGTAATTATTTCGCTGCTCGTTCTGTCCCAGATAGCTGGATTGCATAC 
CCATGGGAGTCTACTGACATTGTTTATCATCAAATGAAAGCTGAAGAACAAGGAAACGATGTGTTCCTT 
CCTTCATCCACTTTAGAGTAA 

YDR399W_homolog 213aa(SEQ ID NO 604) 

MSESEKMYISYNNIHQLCQEIAPKIKEFKPDLIIAIGGGGFIPARMLRSFLKEPGQPNVRIMAIILSLY 
EEIESENGIEKPGTQWRTQWIDYHQSKIDLVGKNVLIIDEVDDTRTTLHYAVSELKKDVEEQSKAKGA 
DPKDTKFGIFVLHDKQKQKKAELPDDIMKTGNYFAARSVPDSWIAYPWESTDIVYHQMKAEEQGNDVFL 
PSSTLE 
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YDR418W__homolog 498bp public: 1..498(SEQ ID NO 605) 

ATGCCTCCAAAATTTGATCCAAATGAAGTTAAATTCCTTTACTTAAGAGCTGTTGGTGGTGAAGTTGGT 
GCTTCATCTGCTTTAGCTCCAAAGATTGGTCCATTAGGTTTATCCCCAAAGAAAGTTGGTGAAGATATT 
GCCAAAGCCACCAAAGAATACAAAGGTATTAAAGTTACTGTTCAATTGAGAATTCAAAACAGACAAGCT 
ACTGCTTCTGTTGTTCCATCCGCTTCATCTTTAGTCATCACCGCTTTGAAAGAACCAGTCAGAGACAGA 
AAGAAGGAAAAGAACGTCAAACACTCTGGTAACATTCCATTAGATGAAATCTTTGAAATTGCCAGAAAA 
ATGCAACACAAATCATTCGGTAAGAATTTGGCATCTGTCTCCAAGGAAATCTTGGGTACTGCTCAATCT 
GTTGGTTGTAGAGTTGATGGTAAGAACCCTCATGACATCATTGACGCCATCAACGCTGGTGAAATTGAT 
GTTC C AG AAAACT AG 

YDR418W_homolog 165aa(SEQ ID NO 606) 

MPPKFDPNEVKFLYLRAVGGEVGASSALAPKIGPLGLSPKKVGEDIAKATKEYKGIKVTVQLRIQNRQA 
TASWPSASSLVITALKEPVRDRKKEKNVKHSGNIPLDEIFEIARKMQHKSFGKNIiASVSKEILGTAQS 
VGCRVDGKNPHDI I DAINAGE IDVPEN 

YDR513W_homolog 360bp public: 1..360(SEQ ID NO 607) 

ATGTTTCGTACATTATTAACCAAAAGACTATTCAATACATCAACAATGGTTTCATCTCAAGTTAAGAAC 
AAGGTCGAACAATTGATCAAAACCAAACCAGTTTTCATTGCCTCCAAATCCTATTGTCCATACTGTAAG 
GCTACCAAAAGCACAATTGAAGCTATAACAAAGGATGCTTACATTCTTGAATTAGACGAAGTTGACGAC 
GGTGCTGAAATCCAAGAAGCATTATTGGAAATCACTGGTCAAAGAACCGTTCCAAATGTCTTTATTGGT 
GGTCAACATATTGGTGGCAATTCCGATGTGCAAGCTTTGAAGTCTAGTGACAAATTAGATGACAAAATC 
AAAGCTGCTTTATAA 

YDR513W_homolog 119aa(SEQ ID NO 608) 

MFRTLLTKRLFNTSTMVSSQVKNKVEQLIKTKPVFIASKSYCPYCKATKSTIEAITKDAYILELDEVDD 
GAEIQEALLEITGQRTVPNVFIGGQHIGGNSDVQALKSSDKLDDKIKAAL 

YEL009C_homolog 972bp public: 1..972(SEQ ID NO 609) 

ATGCCTGCTACTACTCCTATTATTTATGAAGATTCTTTATTTGAATCTCAAGATTTATTTGCTTCTCCA 
GTTAAACAACAACATCAAAAGGTTGATACTGTTGCTACCAAAAACGAAATTGGTTTGGAATTAAATTTA 
GGTTTACCAGAAATGCAAAAGGCTTCAGAAACTGTTTCCACTCCATTTCAAATCCATTCCAGTGTATTG 
GAGTCGGGTTTCAGCACCAATTTGGATGGAGTCAATGATATTGATCATACTCCAATGTTTGATGAATTG 
GATTTGATTATGGACGGAGCCAAAGTCAATTCATCAGAAGATTGGGTTGCTCTTTTTGGAGATGACAAT 
GATGATGGTGTTGCTATAGCTGGTGCTACTAGCAAAGAACCAATGTTATCATTGAATGAAGATAACGAG 
AACAATGATGACGACGCTGATGACGCTGATGATGATGATGATGCTCTTGTTCCAAGAGAAGATACTATT 
GAAGCTTTATTATTGGAACCATCACCAAATCGTACCATTTCTGCTGCTACTTCTGCTTCTACTTCATCA 
TTAAACAGTCCAGAAAGTACTATTGCTACCACAGTCACTGCTGGTGGTGAAGTTGTTGTTGCAAGTAAA 
AAGCAATTTCAATTGGTAACACCAAATCCTTCATCCACTTTACCAACACCATTATTGGATTCTAAAAAT 
TCTAAAAAAAGAGTTAAAGTTGATCATTTGGGTTGTGTTACCTATTCGAAAAAACATAGATCTCAACCT 
TTACAACCGATTGTTGTTGATGACATTAAAGATGCTGCTGCTTTGAAAAGAGCTAAAAATACTGAAGCT 
GCTAGAAGATCCAGAGCTCGTAAAATGGAAAGAATGAGTCAATTGGAAGATAAAGTTGAGAATTTGATT 
AATGAAAAGCAAGCTTTACAAGATCAAGTTGAAAGATTACAAGAATTGTTAAGAGTTAATGGTATTCAA 
TTTTAA 

YEL009C_homolog 323aa(SEQ ID NO 610) 

MPATTPIIYEDSLFESQDLFASPVKQQHQKVDTVATKNEIGLELNLGLPEMQKASETVSTPFQIHSSVL 
ESGFSTNLDGVNDIDHTPMFDELDLIMDGAKVNSSEDWVALFGDDNDDGVAIAGATSKEPMLSLNEDNE 
NNDDD ADD ADDDDDALVPREDTI EALLLEP S PNRTI S AATS ASTS S LN S PE STI ATTVTAGGEVWASK 
KQFQLVTPNPSSTLPTPLLDSKNSKKRVKVDHLGCVTYSKKHRSQPLQPIVVDDIKDAAALKRAKNT^ 
ARRSRARKMERMSQLEDKVENLINEKQALQDQVERLQELLRVNGIQF 

YGL123W_homolog 750bp public: 1..750(SEQ ID NO 611) 

ATGTCAGCTGAAGCCCCAAAAAGACAATTTGGTGATAGAAGAAGAGGTGGTAGAAGAGGTGGTAGAAGA 
GATGGTGAAGAAAAAGGTTGGACTCCAGTCACCAAGTTAGGTAGATTAGTCAAAGCTGGTAAAATCACC 
AGTGTTGAACAAATCTACTTGCACTCTTTGCCAGTCAAGGAATACCAAATCATTGATTTGTTATTGCCA 
GACTTGAAAGATGATGTCATGAAGATCAGATCTGTCCAAAAACAAACCAGAGCTGGTCAAAGAACCAGA 
ATGAAGGCTGTTGTCGTCATTGGTGACTCTAACGGTCACGTTGGTTTGGGTATCAAGACCGCTAAAGAA 
GTTGCTTCTGCCATTAAAGCTGCTATTGTTATTGCCAAATTATCCATCATCCCAATCAGAAGAGGTTAC 
TGGGGTTCTAACTTGGGTCAACCACACTCTTTGCCATGTAAAGTCACTGGTAAATGTGGTTCCGTTGCC 
GTTAGATTAATCCCAGCCCCAAGAGGTAAAGGTATTGTTGCTTCTCCAGTTGTCAAGAGATTAATGCAA 
TTGGCTGGTGTTGAAGATGTCTATACTTCCTCTTCTGGTTCTACCAGAACTACCGAAAACACCTTGAAA 
GCTGCTTTCGCTGCTATCGGTAACACTTACAGTTTCTTGACTCCAAACTTGTGGGCTGAAACTCCATTA 
GCTGCTTCTCCATTGGAAGTTTACGCTGAAGAAGCTGCTGCTGGTAAAAAGAGATACTAA 
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YGL123W_homolog 249aa(SEQ ID NO 612) 

MSAEAPKRQFGDRRRGGRRGGRRDGEEKGWTPVTKLGRLVKAGKITSVEQIYLHSLPVKEYQIIDLLLP 
DLKDDVMKI RS VQKQTRAGQRTRMKAVVVIGDSNGHVGLGI KTAKEVAS AIKAAI VI AKLS 1 1 PI RRG Y 
WGSNLGQPHSLPCKVTGKCGSVAVRLIPAPRGKGIVASPWKRLMQLAGVEDVYTSSSGSTRTTENTLK 
AAFAAIGNTYSFLTPNLWAETPLAASPLEVYAEEAAAGKKRY 

YGR209C_homolog 312bp public: 1..312(SEQ ID NO 613) 
ATGGTTCACGTTGTCACTGAAGTTAACGAATTCC 

GACTTTTTTGCCACTTGGTGTGGTCCATGTAAAATGATTGCTCCATTATTAGAAAAATTCCAAAATGAA 
TATTCTAATATTAAATTTTTGAAAATTGATGTTGATCAATTGGGTTCTTTAGCACAAGAATATAATGTT 
AGTTCTATGCCAACTTTGATTTTATTCAAAAATGGTGAAGAAGTCAATCGTGTCATTGGTGCTAACCCA 
GCTGCTATTAAACAAGCTTTGGCTTCTCTTGCTTAA 

YGR209C_homolog 103aa(SEQ ID NO 614) 

MVHVVTEVNEFQTLLKENNLVIVDFFATWCG 

SSMPTLILFKNGEEVNRVIGANPAAIKQALASLA 

YHR039C-B_homolog 342bp public: 1..342(SEQ ID NO 615) 

ATGTCATCTGGTATCCAATCATTATTGAAAACCGAAAAAGAAGCTGCAGAAATTGTTAATGAAGCTAGA 
AAATATAGAACCACACGTTTGAAGTCTGCAAAACAAGATGCTCAAGCTGAAATTGATAACTATAAAAAG 
CAAAAGGAAGAAGAATTAAAAAATTTTGAAAAAGAACACGAAGGGTTAAATGAAAAGATCGATAAAGAA 
GCTGATGCTGAAGTTGAAAAGGAATTGACCAGTATCAAATCCACTTTTGAAAAGAAAAAGAGTGCAGTT 
GTTAAATTGTTAGTTGACGCTACTGTCAAGCCAACACCAACTTTACACATAAATGCATCTCAATAA 

YHR039C-B_homolog 113aa(SEQ ID NO 616) 

MSSGIQSLLKTEKEAAEIVNEARKYRTTRLKSAKQDAQAEIDNYKKQKEEELKNFEKEHEGLNEKIDKE 
ADAEVEKELTSIKSTFEKKKSAWKLLVDATVKPTPTLHINASQ 

YJL138C_homolog 1194bp public: 1..1194(SEQ ID NO 617) 

ATGGC ATC CGAAGGTATTACTGAAATCGACTCTGGTTTAATTGAAACC AATTACGATAACGTC GTCTAC 
AAGTTCGACGATTTAAACTTGAAACCAAACATTGTTAGAGGTATTTTTGGTTACGGGTATGAAACTCCA 
TCCGCTATTC AAC AAAG AGCC ATCTTGCCAATCACTGAAGGTAGAGATGTTTTGGCTCAAGC TCAATC C 
GGTACTGGTAAAACCGCTACCTTTACCATTTCTGCATTACAAAGAATCAATGAAAATGAAAAAGCCACT 
CAAGCTTTAATCTTGGCCCCAACCAGAGAATTGGCTTTGCAAATCAAGAATGTTATCACTGCTATTGGT 
TTGTACTTGAAGGTTACTGTCCATGCTTCTATTGGTGGTACCTCAATGAGTGACGATATTGAAGCTTTC 
AGATCTGGTGTTCAAATTGTCGTTGGTACTCCAGGTAGAGTCTTAGACATGATTGAAAGAAGATATTTC 
AAAACCGATAAAGTCAAGATGTTCATTTTGGATGAAGCTGATGAAATGTTATCAAGTGGATTTAAAGAA 
CAAATTTACAACATTTTCAGATTATTACCAGAAACCACCCAAATTGTCTTATTATCTGCCACCATGCCA 
CAAGACGTTTTGGAAGTCACCACCAAATTCATGAACAACCCAGTCAGAATCTTAGTCAAAAAAGATGAA 
TTGACTTTGGAAGGTATCAAACAATTCTATATTAATGTTGAATTAGAAGATTACAAATTCGATTGTTTG 
TGTGATTTGTACGATTCTATTTCTGTCACCCAAGCCGTCATTTTCTGTAACACTAGATCCAAGGTTGAA 
TTTTTAACCAACAAATTGAGAGAACAACACTTTACTGTCTCTGCCATCCACGCTGATTTGCCACAAGCC 
GAAAGAG AC ACCATT ATGAAAGAATTC AGATCTGGTTCTTCAAGAATC TTGATCTC TACTGATTTGTT A 
GCTAGAGGTATTGATGTCCAACAAGTTTCTTTAGTTATCAACTACGATTTGCCAGCCAACAAGGAAAAC 
TACATTCATAGAATTGGTAGAGGTGGTCGTTTCGGTAGAAAGGGGGTTGCCATCAACTTTGTCACTGAC 
AGAGATGTTGGTATGATGAGAGAAATTGAAAAATTCTACTCTACTCAAATCGAAGAAATGCCAGCTGAT 
ATTGGTGCTTTATTTGCTTAG 

YJL138C_homolog 397aa(SEQ ID NO 618) 

MASEGITEIDSGLIETNYDNWYKFDDLNLKPNIVRGIFGYGYETPSAIQQRAILPITEGRDVLAQAQS 
GTGKTATFTISALQRINENEKATQALILAPTRELALQIKNVITAIGLYLKVTVHASIGGTSMSDDIEAF 
RSGVQIWGTPGRVLDMIERRYFKTDKVKMFILDEADEMLSSGFKEQIYNIFRLLPETTQIVLLSATMP 
QDVLEVTTKFMNNPVRILVKKDELTLEGIKQFYIN^ELEDYKFDCLCDLYDSISVTQAVIFCNTRSKVE 
FLTNKLREQHFTVSAIHADLPQAERDTIMKEFRSGSSRILISTDLLARGIDVQQVSLVINYDLPANKEN 
YIHRIGRGGRFGRKGVAINFVTDRDVGMMREIEKFYSTQIEEMPADIGALFA 

YKL060C_homolog 1080bp public: 1..1080(SEQ ID NO 619) 

ATGGCTCCTCCAGCAGTTTTAAGTAAATCCGGTGTTATCTACGGTAAAGACGTCAAAGACTTGTTTGAC 
TATGCTCAAGAAAAAGGTTTTGCCATTCCAGCTATCAATGTCACTTCATCCTCAACTGTTGTTGCTGCT 
TTAGAAGCTGCCAGAGACAACAAGGCTCCAATCATCTTGCAAACTTCTCAAGGTGGTGCTGCCTACTTT 
GCCGGTAAAGGTGTCGACAACAAAGATCAAGCTGCTTCCATTGCTGGTTCAATTGCTGCCGCTCACTAC 
ATTAGAGCCATTGCTCCAACTTATGGTATCCCAGTTGTTTTACACACTGATCACTGTGCCAAAAAATTA 
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TTGCCATGGTTTGATGGTATGTTGAAAGCCGATGAAGAATTCTTTGCTAAGACCGGTACTCCATTGTTC 
TCATCCCACATGTTGGATTTATCTGAAGAAACCGATGACGAAAACATTGCTACTTGTGCCAAATATTTC 
GAAAGAATGGCTAAAATGGGTCAATGGTTAGAAATGGAAATTGGTATCACTGGTGGTGAAGAAGATGGT 
GTCAACAACGAACACGTTGAAAAAGATGCTTTATACACTTCTCCAGAAACTGTTTTCGCTGTCTACGAA 
TCTTTACACAAGATTTCTCCAAACTTTTCTATTGCTGCTGCTTTTGGTAACGTCCACGGTGTTTACAAA 
CCAGGTAATGTGCAATTGAGACCAGAAATCTTGGGTGACCACCAAGTTTACGCTAAGAAACAAATTGGT 
ACTGATGCTAAACACCCATTATACTTGGTTTTCCACGGTGGTTCTGGTTCTACTCAAGAAGAATTCAAC 
ACTGCTATCAAGAATGGTGTTGTCAAGGTCAACTTGGACACTGATTGTCAATATGCTTACTTGACTGGT 
ATCAGAGATTACGTCACCAACAAGATTGAATACTTGAAAGCACCAGTTGGTAACCCAGAAGGTGCTGAC 
AAACCAAACAAGAAATACTTTGACCCAAGAGTCTGGGTTAGAGAAGGTGAAAAGACCATGTCCAAGAGA 
ATTGCTGAAGCTTTGGATATTTTCCACACCAAAGGACAATTGTAA 

YKL060C_homolog 359aa(SEQ ID NO 620) 
MAPPAVLSKSGVIYGKDVKBLFDYAQEKGFAIPAINWSSSW 

AGKGVDNKDQAASIAGSIAAAHYIRAIAPTYGIPVVLHTDHCAKKLLPWFDGMLKADEEFFAKTGTPLF 
SSHMLDLSEETDDENIATCAKYFERMAKMGQV^EMEIGITGGEEDGVNNEHVEKDAL 
SLHKISPNFSIAAAFGNVHGVYKPGNVQLRPEILGDHQVYAKKQIGTDAKHPLYLVFHGGSGSTQEEFN 
TAI KNGWKVNLDTDCQYAYLTG I RDYVTNKIEYLKAPVGNPEGADKPNKKYFDPRVWVREGEKTMSKR 
I AEALDI FHTKGQL 

YKL150W_homolog 906bp public: 1..906(SEQ ID NO 621) 

ATGTTGACTCATCATTTATCGAAATTGGCTACTCCAAAATTCTTAGTACCATTCGCTGGTGCCACTGCT 
TTGTCAATTGGTTTGGCATTGCAATATTCTACTTCCAACAATTACATTGCTAACGAAACTGGTAAAACT 
TTCACTGATAGCAATGAATGGGTGGACTTGAAATTATCTAAGTCAATTGATTTGACTCATAACACCAAA 
CACTTGGTTTTCAAGTTAAAAGATGAGAATGATGTTTCTGGTTTGATCACTGCTTCATGTTTGTTGACC 
AAATTTGTTACACCAAAGGGTAACAATGTTATTCGTCCATATACCCCTGTCTCTGATGTTAACCAATCT 
GGTGAAATTGATTTCGTGATTAAAAAATACGACGGAGGTAAAATGTCAAGTCACATTTTCGATTTGAAA 
G AAGGTG AAAC CTT ATC ATTC AAAGG ACC AATTGTTAAATGGAAATGGG AAC CAAATC AATTC AAGTCC 
ATTGCTTTGATTGGTGGTGGTACTGGTATTACTCCATTATACCAATTGTTGCATCAAATCACTTCTAAT 
CCAAAGGACAACACCAAAGTTAATTTGATTTACGGTAACTTGACTCCAGAAGATATCTTGTTAAAGAAA 
GAAATCGATGCTATTGCTTCTAAACACAAGGACCAAGTTAAAGTTCATTACTTTGTTGACAAGGCAGAT 
GAAAAGAAATGGGAAGGTCAAATTGGTTTCATTACTAAAGAATTCTTACAAAAAGAATTAGAAAAACCA 
GGTTCTGATTTCAAGGTTTTTGTTTGTGGTCCACCAGGTTTATACAAGGCTATATCAGGTCCTAAAGTT 
TCCCCAACTGATCAAGGTGAATTGACTGGTGCTTTGAAAGATTTGGGTTTCGAAAAAGAACATGTCTTT 
AAATTTTAG 

YKL150W_homolog 301aa(SEQ ID NO 622) ' 

MLTHHLSKLATPKFLVPFAGATALSIGLALQYSTSNNYIANETGKTFTDSNEWVDLKLSKSIDLTHNTK 
HLWKLKDENDVSGLITASCLLTKFVTPKGNWIRPYTPVSDVNQSGEIDFVIKKYDGGKMSSHIFDLK 
EGETLSFKGPIVKWKWEPNQFKSIALIGGGTGITPLYQLLHQITSNPKDNTKVNLIYGNLTPEDILLKK 
EIDAIASKHKDQVKYHYFVDKADEKKTOGQIGFITKEFLQKELEKPGSDFKVFVCGPPGLYKAISGPKV 
S PTDQGELTGALKDLGFEKEHVFKF 

YLR029C_homolog 615bp public: 1..615(SEQ ID NO 623) 

ATGGGTGC C TACAAAT ATTTAG AAG AATTGC AAAG AAAG AAGC AATCTG ATGTT ATG AG ATTCTTGT AT 
CGTGTCAGATGTTGGGAATACAGACAAAAGAATGTCATCCACAGAGCTTCCAGACCATCTAGACCAGAC 
AAGGCTAGAAGATTAGGTTACAAAGCTAAACAAGGTTTCGTTATCTACAGAATCAGAGTTAGAAGAGGT 
GGTAGAAAGAGACCAGTTCCAAAGGGTGCCACTTACGGTAAACCAACCAACCAAGGGGTTAACCAATTG 
AAATACCAAAAATCATTGAGATCTACTGCTGAAGAAAGAGTTGGTCGTCGTGCTTCTAACTTGAGAGTC 
TTGAACTCATACTGGGTTAACCAAGATTCCACCTACAAATACTTTGAAGTTATTTTAGTCGACCCATCT 
CACAAAGCTATCAGAAGAGATGCTAGATACAACTGGATCGTTAACCCAGTTCACAAACACAGAGAAGCC 
AGAGGTTTGACTTCTGCTGGTAAGAAATCCAGAGGTATTAACAAGGGTCATTTGTTCAACAAAACCAAA 
GCTGGTAGAAGACACACCTGGAAGAAGCACAACACCTTATCTTTATGGAGATACAGATCTTAA 

YLR029C_homolog 204aa(SEQ ID NO 624) 

MGAYKYLEELQRKKQSDVMRFLYRVRCWEYRQKNVIHRASRPSRPDKARRLGYKAKQGFVIYRIRVRRG 
GRKRPVPKGATYGKPTNQGVNQLKYQKSLRSTAEERVGRRASNLRVLNSYWVNQDSTYKYFEVILVDPS 
HKAIRRDARYNWIVNPVHKHREARGLTSAGKKSRGINKGHLFNKTKAGRRHTWKKHNTLSLWRYRS 
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YNL030W_homolog 318bp public: 1..318(SEQ ID NO 625) 

ATGTCAGGTACCGGTAGAGGAAAAGGTGGTAAAGGTTTAGGAAAAGGTGGTGCTAAACGTCACAGAAAA 
ATTTTAAGAGATAACATTCAAGGTATTACAAAACCAGCTATCAGAAGATTGGCCAGAAGAGGTGGTGTT 
AAACGTATTTCTGCTTTGATTTATGAAGAAGTCAGAGTTGTCTTGAAACAATTTTTGGAAAACGTTATC 
AGAGATGCTGTTACTTACACTGAACATGCTAAAAGAAAAACCGTCACTTCATTGGATGTTGTTTACGCT 
TTGAAGAGACAAGGTAGAACCTTGTATGGTTTCGGTGGTTAA 

YNL030W_homolog 105aa(SEQ ID NO 626) 

MSGTGRGKGGKGLGKGGAKRHRKILRDNIQGITKPAIRRLARRGGVKRI SALIYEEVRWLKQFLENVI 
RDAVTYTEHAKRKTVTSLDWYALKRQGRTLYGFGG 

YOR285W_homolog 546bp public: 1..546(SEQ ID NO 627) 

ATGTTTGCATTTAAAAAATCTACTACTTCAATTCTCAAAACAGTGGTCGCCCCAACATCATCTCGTTAT 
TTATCCACCGTCACATTAAGATCAATCCCAAGAACATTCCATAATGCCACTAAAGTTTCATTATTCAAT 
GGATTAAGAACTACACCAAGATTTTATAGTGTATTGACTGAATCTCCAGAGGCAAAAGTATATAAATAT 
GC CGATGTTAAGGATGTGGCCGTAC ACCCTGAAAACC AC CCTG ATTCTGTTTTAGTGGATGTTAGAGAA 
CCAACTGAATTTGGAGATGGTCATATACCAGGAGCTTTGAATATTCCATTTAAAAGTAGTCCCGGCGCA 
TTGGATTTGTCAGAAGAAGATTTCCAAGAACATTTTGGATTTCCTAAACCAAGTACTGATAAAGAATTG 
ATTTTCTATTGTCTTGGAGGTGTTAGATCTACTGCAGCTGAAGAATTGGCCAATACTTTTGGTTATAAG 
AAAAGAGGAAATTATCTTGGAAGTTGGGAAGATTGGGTAAAACATGAAAATAAAAAGAACTAA 

YOR285W_homolog 181aa(SEQ ID NO 628) 

MF AFKKSTTS I LKTWAPT S SRYLSTVTLRSI PRTFHNATKVSLFNGLRTTPRF YS VLTES PE AKVYKY 
ADVKDVAVHPENHPDSVLVDVREPTEFGDGHIPGALNIPFKSSPGALDLSEEDFQEHFGFPKPSTDKEL 
I F YCLGGVRS TAAEEL ANT FGYKKRGNYLGS WEDWVKHENKKN 

YOR327C_homolog 603bp public: 1..603(SEQ ID.NO 629) 

ATGAAGATTTATTACATTGGTATTTTAAGATCAAGTGGAGACAAGGCTTTAGAGTTAACTTCAGCCAGA 
GATTTATCACAGTTTTCCTTTTTCGAAAGAAATGGGGTATCCCAATTGATGACTTTTTTCGCAGAAACC 
GTATCCCAAAGAACTCAACCTGGACAGAGACAAAGTGTTGAAGAAGGTAATTATATTGGTCATACTTAT 
ACCAGATCAGAAGGAATTTCTGGTATCATTATAACGGACAAAGATTACCCTGTAAGACCAGCATATACA 
TTAATAAATAAAATCTTGGAAGAATATTTATCATTGCATCCTAAATCTGATTGGGAAAACATTGATAAA 
GCAAATGAAACTTTACAATATGGACAATTAGAAGCATATTTGAAAAAATATCAAGATCCCACTCAAGCT 
GATTCAATCATGAAAGTTCAACAAGAATTAGATGATACTAAGGTTGTTTTACACAAAACTATTGAAGGG 
GTTTTACAAAGAGGAGAGAAATTAGATTCATTGGTTGACAAATCAGAAGCATTGTCAAGTTCTTCAAGA 
ATGTTTTATAAACAAGCAAAGAAAACCAATTCTTGTTGTGTGATTATGTGA 

YOR327C_homolog 200aa{SEQ ID NO 630) 

MKIYYIGILRSSGDKALELTSARDLSQFSFFERNGVSQFMTFFAETVSQRTQPGQRQSVEEGNYIGHTY 
TRSEGISGIIITDKDYPVRPAYTLINKILEEYLSLHPKSDWENIDKANETLQYGQLEAYLKKYQDPTQA 
DS IMKVQQELDDTKWLHKTI EGVLQRGEKLD SLVDKSEALS SS SRMF YKQ AKKTNSCCVIM 

YPL037C_homolog 474bp public: 1..474(SEQ ID NO 631) 

ATGCCAGTCGATCCAGAAAAATTAGCTAAATTGCAAAAGTCATCTGCCAAAAAAGTTGGTGGTTCAAGA 
GTTAAAGCCAAGAAGAACATCAAGACTGAACAAGATGACACCAAATTGATTGAAGCTTTGGGTAAATTG 
AAAGCTACCAAAATCGAAGGTGTTGAAGAAGCCAATTTCTTCAGAGAAGATGGTAAAGTTTTACATTTC 
AACAGAGTTGGTGTTCAAGGTGCTCCAGCTTCTAATACTTTTGCCTTCACTGGTTACCCACAAGAAAAG 
AATATTACTCAATTGATCCCACAAATTTTACCACAATTGGGTGCTGAAAACTTGGAAATCTTGAGACAA 
TTGGCTGAACAAATCCAAGCTGGTAAAACTCCAAAAGACTTCAACACTGGTTCTGCTAACGCTGCTGCT 
GATGCCGGTGGTGAAGATATTCCAGACTTGGTTGACCAAAAATTTGACGATGTAGAATAA 

YPL037C_homolog 157aa(SEQ ID NO 632) 

MPVDPEKLAKLQKSSAKKVGGSRVKAKKNIKTEQDDTKLIEALGKLKATKIEGVEEANFFREDGKVLHF 
NRVGVQGAPASNTFAFTGYPQEKNITQLIPQILPQLGAENLEILRQLAEQIQAGKTPKDFNTGSANAAA 
DAGGED I PDLVDQKFDD VE 

YPL079W_homolog 330bp public: 1..33CMSEQ ID NO 633) 

ATGCCACACAAATACTACCACGGTAAGACTGGTATTGTTTACAACGTTACCAAATCCTCCGTTGGTGTT 
ATCATTAACAAAGTTGTTGGAAACAGATACATTGAAAAGAGAGTTAACTTGAGAGTTGAACATGTTAAA 
CACTCTGCTTGTCGTCAAGAATTCTTGAACAGAGTTAAATCTAACGCTGCTAAAAAGAGAGAAGCTAAA 
GCTAACGGTGAAACCGTTTACTTGAAGAGACAAGCTGCCAAGCCAAGAGGTTCAAGAATTATCTCCACT 
GAAGGTAACATTCCTCAAACTTTGGCTCCAGTCGCTTACGAAACTTTCATTTAA 
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YPL079W_homolog 109aa(SEQ ID NO 634) 

MPHKYYHGKTGIVYNVTKS SVGVI INKWGNRYIEKRVNLRVEHVKHSACRQEFLNRVKSNAAKKREAK 
ANGETVYLKRQAAKPRGSRI I STEGNI PQTLAPVAYETF I 

YBR089C-A_homolog EMBL_entry 279bp public: 1..279 (SEQ ID NO 635) 

ATGGCTCC AGGTG AAAGAAAGAAGTCCTCTAGAAAG AAGAAGG ATCC AGATGC TC C AAAAAGATCCTTA 

TCTGCTTATATGTTTTTCGCTAATGAAAACAGAGATATTGTTAGAGCTGAAAACCCAGGTATCTCTTTT 

GGTCAAGTTGGTAAATTATTAGGTGAAAAATGGAAGGCTTTAAACAGTGAAGATAAATTACCTTACGAA 

AACAAGGCTGAAGCTGATAAAAAGAGATATGAAAAAGAAAAGGCTGAATACGCTAAAAAGAATTCCGCC 

TAA 

YBR089CA_homolog SWISS-PROT_entry 92aa (SEQ ID NO 636) 

MAPGERKKS SRKKKDPDAPKRSLSAYMFFANENRDI VRAENPGI SFGQVGKLLGEKWKALNSEDKLPYE 
NKAEADKKRYEKEKAEYAKKNSA 

YBL092W_homolog EMBL_entry 396bp public: 1..396(SEQ ID NO 637) 

ATGGCTACTTCTGTTCCACACCCAAAAATTGTTAAGAAATACACCAAGAAATTCAAGAGACACCATTCT 

GACAGATATCACAGAGTCGCTGAAAACTGGAGAAAACAAAAAGGTATTGATTCATGTGTTAGAAGAAGA 

TTCAGAGGTACCATCCCACAACCAAACATTGGTTACGGTTCCAACAAAAAGACCAAGTTCTTGAACCCA 

GCTGGTTACAAAGTTTACTTGGTTAAAAACGTTAAAGACTTAGATGTCTTGTTATTGCACACTAAATCT 

TATGCTGCTGAAATTGCCTCTTCTGTCTCATCTAGAAAAAGAGTTGAAATCGTTGCTAAAGCTAAGAAA 

CTCGGTGTTAAAGTCACTAATCCAAAGGGTAAATTGAACTTGGAAGCTTAA 

YBL092W_homolog SWISS-PROT_entry 131aa (SEQ ID NO 638) 

MATSVPHPKIVKKYTKKFKRHHSDRYHRVAENWRKQKGIDSCVRRRFRGTIPQPNIGYGSNKKTKFLNP 
AGYKWLVK3WKDLDVLLLHTKSYAAEIASSVSSRKRVEIVAKAKKLGVKVTNPKGKLNLEA 

YDL059C_homolog 2791bp PathoSeq: 1..279KSEQ ID NO 639) 

TATCCATTGGTAATGAATCAGTTAATACCACTACCAAAACTGTTTTATTAAAATCTAGAGCAGATTTTAATACTG 
TGATTATTGAATTTGTTGATAACAGAGTCGTGGAATTGGATTCTACCCTTGATTGTAAAGAAATTGTCAAATTCC 
CTC AATTATGTC GTGATATTGAAGTTTCTTTTAAAGAAGATAC TCAAC AATATGAAGCTTTTGGGATTTCTCGAA 
ATGGGAAATTATTTTGTAATGAAAACCATGTTGTTAGTGGTGTCACATCATTAAAAATTACTGAATCTCATTTAT 
TATTCACTACCGTACAATCAAAATTATGTTTTATC^ 

ATTTAACCAATGAAAATATTGTTGATGAAAGAATTAGACAAGTGGAAAGAGGATCTATATTAATCAATGTAAT 

CAACGAAATATTCTGTAGTTTTGGAAGCCCCTAGAGGTAATTTGGAAACTATATGTCCAAGAATAATGGTATTAT 

CAGCCATTAGAAAATTCATTAAACAAAAAAATTATAAAGATGCATTCATTACTTGTCGTACACATAGAATTGATT 

TAGATATTTTACATGATTATGAACCGGAATTATTTTTCAATAATGTGGAAACATTTATTAATCAAATATCTAAAG 

TGGAATACTTGGATTTATTTGTTTCTTGTTTACATGAAGAAGATGCAACCGTTACTAAATATAGAGAAACAATAA 

ATGATGCTGCTGCTGCTGCTGGTGGTGGTATTACCAAAGAAGAAGAAATCAAACGTGAAGGTGAAACTCTTCAAC 

CAGCATTCAGGAAGAAATTCCATCACATAAAGGAAAAAGTTTTCACCAATTTCAATGATTCCAAAGTTAATCGAA 

TTTGTGAAGCCATATTAAATGTATTATTAAAACCAGAATATTTTG^ 

ATGCTTGTGAGAAACCAGCAAATTTGACTCAAGCACTCACATTAATTGGTAAAATGGATAATCAAGAACAAAGAG 

AAACTGCAGTGACTCATTTATGTTTCTTACAAGATGTAAATAAATTATATAAAACATGTTTGGGACTATATGATG 

TC AAATTAACTTTAGTC ATTGC TCAAC AATC AC AAATGGATCC TAAAGAATATTTACCATTTTTACAAAATTTGC 

ATGTACAACCAGAATTGAAAAGAAAATTTTTAATCGATGATTATTTGAAAAATTATGAATTAGCTTTG 

TACATGAACAAGGTGATGAAGCTCATGAAGAATTTGATGATTATGTTGTATTACATGAATTATACAAACCAGCTT 

TGAAAATTTATACCTATGATAAACCCAGAACAAATGTAATCATGGGATTGTTTGCTGAACATTTACGTGAAACTA 

AACAATTTGGTGAAGCTGGTGTGATATTTGAATATTTGATTGATTTGGAAAATGCATTAGAATGTTATATAATGG 

CCAAGAAATGGAAACAAGCATTATCATTAGTTGAGAAAAGTGCTGACCTTTTGGAGAAATTATCTGATACGGCTG 

AAAAATTAGTTGAAACATTAACTGAAGATCATAAATATAGTGATGCTGCTGAAATTGAATATCAATTTTTGGGGA 

ATGTTGAAGCATCTATCAAATTATATTGTAAACAATATTGGTATGATCATGCTATATTATTAGCTGAAAAATCTA 

AAAAACCAGAATTGATTGAATCAATAGTTGATGTTCAAATAAATGAAGGGTTTGGGGTGATTGCTGAATTATTAG 

CCGATTGTAAAGGGCAAATGAATTCACAATTGAAAAGACTTCGAGAATTAAGAACTAAAAAGCAAGAAGATCCAT 

TTTCGTTTTATGGAACTCCTGATGATTTAGATACTCCTGATAATGTATCGGTTGCTGCTTCTGAAACATCAACCA 

CCCCATCATTTTTCACAAGATATACTGGTAAAACTGCTGGTACGGCCAAAACAGGAGCATCTAGAAGAACTGCCA 

AAAACAAAAAGAGAGAAGAAAGAAAACGTGCCAAGGGAAGAAAAGGTACTATTTATGAAGAAGAGTATCTTATTA 

AATC AGTTGGTCGTTTATTAGAAAGATTAGATCAAACCC AATC AGATGC GCTTAAATTAATTGAAGGACTTTTAA 

GAAGACATATGAAAGAACAAGCTTATCAAATACAAAAGAATTGGTGTGAATTGATTGATTTTATCAAAGAAAATA 

TCGATGAAATTCATAATATGAGTGAAAAAGATCGTGAAAGAATCGATGATAATGGTGAAATCTATTTGATTGATG 

AAATTCCAAAACCTAAAGTATCAGAATTCCCTAAATTCAATATATTAGATTATTAATCATGGAAATAAGCTAAGA 

TAACTTTTATTTATAAATAGAACCACAGAATCATCTTACTCCTTGTATAGACTATATTTATTTATTTATTTATTT 
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ATTTATATATCATATTCAGGAGCAAATTGTTTCATCAATTGTTCTTGTTCATATTCAAGATAAAGATCACGTAAC 
CCCACAATGGCATTTTTTATAGCATCAGTAACTGCTTTCTTTCGAGCACTAGCATAACACATATGTTTATAAGGC 
ATATTTGTAGATTCTGC TTGTCCCAGTTGTTCTCTAAAAGTACC ATCTTTCAATATTAATCGTATTTTC AC TAC A 
ACAAGGGCAGAATACTTGTTTTCATCTTTTATTTTCCCGTTTGGGTTAAAATTACCAATCCCAAAAATTGTCGGG 
GTGACCATTCCATCCA 

YDL059C_homolog_l 67aa PathoSeq: 1..67(SEQ ID NO 640) 
E^YSALVWKIRLILKDGTFREQSGQAESTmPYKHMCYASARKKAVTDAIKNAIVGLRDbYLEYE 

YDR377W_homolog 24076bp PathoSeq: 1..24076(SEQ ID NO 641) 

ACACTACTAC TGGTC GTTGGTCGTTTTCTGGC AATGCCCCGGAAAAACCTTAAAACTGTTATTTGGTCC ATTGC C 

GTC AAGC AAC C AAAAATAAC AATGGCGGTCCCGGAAGATGC AGCGTACC AAGAAAAGAGGGGATAAC CGATGTGT 

TTGTC ACC AC TAAGC CATC TAGC AAGTCTATGAGCTC AAATC AAC ACAGAAGAGAAAATC AAATCC ACAC ATGCT 

TGGTAGCACTAGGCGAATTAGAGTTTTCAGTTTTCATTCTTATTGTTAAGTGTTGATTGAGCAACA 

TTGTC C ACTTTCTCG AGGC AGTTACCGGAATATTACGTATTCTCC TCCTTCTCC C CTATTTTCTAAACC AAC AAA 

CAAAAAATAAATATCATGAGAAGTTAAAGAAAATAAATCGCTCAAAGTTTATCTACGCAAAACTATGCTAAAACA 

ACAAACCACAAAAAAAAAAAAAAGAAATTGTCGACAGCCGTAATAGAGTCTAGACCATCTGCTCATTACCCGAAT 

GAGCTGGTCAGTATCTTTCAAAATTATTGGTTAACCAACAATACCGTCAACTCAAGTCCTAACCTCTTCTTGCCA 

ACCCCTCTAGCACCCCAAGGAACAATCGAATGTTTCTTCCTTCTCTCTTGAAACATTCTTAATAATACGTATGTA 

ATTATTTGCTGACTTCTTTTTTTTTTGTTTTTTTCTTATTTTTTAGAACTTCCGTTTCCCCGCTCCTACTAAAAT 

CTTCC CGGGTTGAACGGTAAGTCTCGGAATAC ACTTCCTAATAATTC CTATAC ACCAATTCTACCCCAGATTTTT 

TGGAGGTTGCGCGTAACCTATTCATATGCCCCCGGGACAAGGGAAGCAATCTTAAAAAGAAAAAAAATTTTCCAG 

CAAAATTCGTTGATACAAGTCTTTATTAATGGTCTGATAAATTAGTATAAAACCACCATCAAATTCCCTTGAAAA 

CTTGATTGATTTTTTTCTTTCTTTCTTCGAATCAATCATTAACTTATTCAAATAATTATCAATCATGGCTCCTC 

TACTGCTGTTGAATCTTCAATCAATTTCGGAGGTCACCCAACTATCAAATCCACTCAAGACCCATTGGTCCAAAA 

GTTGTCTCTTAATACCGACACTGTGATCAGACACAATGCTCCACCTCCAACCTTATACGAAGATGGTTTATTAGA 

AAAAGGTACTACTATCTCATCTACTGGTGCTTTAATGGCTTACTCTGGTAACAAAACCGGTAGATCTCCTAAAGA 

CAAGAGAATTGTCGACGAATCCACCTCATCCCATAACATTTGGTGGGGTCCAGTGAATAAACAAGTTGACGAATT 

AACTTGGAAGATTTCTAGATCAAGAGCTTTGGATTACTTGAGAACTAGAGAAAAGTTGTTTGTTGTTGACGCTTA 

TGCTGGTTGGGATCCAAGATACAGAATCAAGGTCAGAATTATCTGTGCTAGAGCTTACCATGCTTTGTTCATGAC 

CAATATGTTGATCAGACCAACTGAAGAAGAATTAAAAAACTTTGGTGAACCAGATTTCACCATCTACAATGCTGG 

TC^TTCCCAGCCAACATCCACACTAAAGGTATGACTTCTGCCACTTCTGTTGAAATCAACTTTAAAGATATGGA 

AATGGTTATCTTGGGTACTGAATATGCTGGTGAAATGAAGAAAGGTATCTTTACTGTTATGTTCTACTTGATGCC 

AATCAAACACAAGGTTTTGACTTTGCACTCCTCATGTAACCAAGGGGTTGAAAAAGGTGATGTCACTTTGTTCT 

TGGTCTTTCTGGTACTGGTAAGACCACTTTGTCTGCTGATCCACAAAGAAAGTTGATTGGTGATGACGAACATTG 

TTGGTCCGACAATGGTGTGTTCAACATTGAAGGTGGTTGTTACGCCAAATGTTTGGACTTGTCTGCTGAAAAAGA 

ACCAGAAATTTTCAACTCCATCAAGTTTGGTGCTATTTTGGAAAATGTTGTCTACGACCCAATCACCAAGGTTGT 

TGACTACGAAGATTCATCAATCACTGAAAACACTAGATGTGCATACCCAATTGATTTCATTCCATCTGCCAAGAT 

TCCATGTTTGGCCGACACCCATCCAACCAATATTATCTTGTTAACATGTGATGCTTCCGGTGTGTTGCCACCAGT 

CTCCAAATTGACTAATGCTCAAGTTATGTATCATTTCATTTCTGGTTACACCTCCAAGATGGCAGGTACTGAAGA 

AGGTGTTACTGAACCACAAGCTACATTCTCCGCATGTTTCGGTCAACCATTCTTGGTGTTGCACCCAATGAAATA 

TGCTCAACAATTGTCTGACAAGATTTCCGAACACAATGCCAACGCTTGGTTGTTGAACACTGGTTGGGTTGGTTC 

TTCTGTTGCTCAAGGTGGTAAGAGATGTCCATTGAAATACACCAGAGCTATCTTGGATGCTATCCACTCTGGTGA 

ATTGTCTAAAGTCGAATACGAAAAAGTTCCAGTTTTCAACCTTAATGTTCCAACTTCTTGTCCTGGTGTTCCAAG 

TGAAATTTTGAACCCAACTAAAGCTTGGACCCAAGGTACTGATTCATTCAACAAGGAAATCAAATCTCTTGCTAC 

CAAGTTTGCTGAAAACTTCAAGACATACGCTGATCAAGCTACTGCTGAAGTTAAAGCTGCTGGTCCAGAAGCATA 

AACAAACAAATAAACAAAAAAAAAAAAGATCAAGACATGTCAGTTATGTTTTTTATATAGTTCCATACATTTCAT 

ATTCATATATATATTTATTTTTCAATGGTTTTTTCAAAAAAAAAGTTGAGAGTTTTGAATGTAGAAGTGTCAACC 

TGTGGTGCACATACGAAAAAACACCCAGAATAACTGAACTCTATAGTTAGCGCCTCATGATTAAAAAAGGGGACA 

ATCAAAGCCACAACGTGTCAATCTAGACATTATCTCTATTACCATACTCATAACTCAAAATCTCAATTTCCCATG 

TGCATAGCCATTTAATTACGAGTTTAGAGATAACAAACTTTCACAGGGGCTTGGTGATGTTATGTTCTATTGTTT 

GGAGCGGATATTCCTGTAGCAAAACAATGAAGAGTCTAATTGCATAACCTTAATTGGATGCATTGATTCAGAGAA 

GAATGATAAGGCACTGTTTCATTGATAAGATTAGGTCTCATAATCCTATGGGGCGTTGAGCTTGTGATAATTTTT 

CCTTTTTTGACAGAAAATTAAGTTGGTTATGAGTTGGTACTACCTGGCCTGTGATATTCACTTAATAGCAGCATA 

CAAGCATTGTCAACGACATAGTACTGTGTATGACAGAACATTTTGTGTGACTAGAGCTTGCAGAATGTAGAGATG 

GATGGATGCTGCAAAGAGCGGCTGCGGATAGTAAGCAATAGTTGTGTTCAGATATTTTATTTGCAGTTGTTATCT 

CCGCCAAGTGATGATATAATTTCCACTAACCGCAATACAAAGAACGGAGAAAAGACAAAAAAAGTACACAAAAGC 

TTAACCAGGCGATGGAAAAAATTAAAATCTTTACAATTTTTTTTTCCTTAATTGTTTGAAAAACTCCGCATTTGC 

ACATGCACTACTGAACTAGACATTTGGATTATTATTTATAACCAATGTAATATCCCACCTTCCATCAATATGAAA 

AGTTGCAATATCAAATTCAAATTCAGAATAGCAATCCATATTTATTTATTATCATGAGTGTTTCAGACATTGTCC 
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AAGAATATATCACCAAATGGTATGTCGTTATACCTACTTTGTTTGTTGTCTATCAGGTTGTTGATTTCTTCTATG 
TTAGAAGCTTAAGAAGTCGTCTTGGTGCCAAAGCTCCTACAAACAACGAATCCGATGGTTATTGGGGGTTCCATT 
TACCATTCTTGTTGGTTTCCAAAAAAGCTGAAGGTACAATTATTGATTTCGCTGGTGAACGTTTCA 

cccacccagaagtcccaacttttcagttcccaattto 

TTAAAGCTGTATTGGCCACCCAGTTCAATGACTTTTCATTAGGTACTAGACACAATCAATTTGCTCCATTGTTGG 
GTGATGGTATTTTCACATTAGACGGTGCTGGTTGGAAAC^^ 

AACAAGTTGCTCACGTCAAGGCATTAGAGCCTCACATGCAAGTATTATTCAAACATATCAGAAAGAGTGGTGGTA 
GAACTTTTGATCTCCAAGAATTGTTTTTCAGAT^ 

TCGAGTCTTTGAGAGACGAAAGTATTGGTATGGCTTTAGAAGCAGTCGATTTTGATGGAAAAAAGGAATTTGCTG 

AAGCCTTC AACTTTTC TCAAAACTATTTGGC CTCCCGTGCTGTTATGC AACAAATGTACTGGTTATTGAACAGC A 

GTGAGTTCAAAAGTTGTAACTCCAAGGTCCACAAATTTGCTGAATACTATGTCAACAAGGCATTGGAGTTGTCTC 

ATGAAGAATTGGAAAAGCAACAAGGTTATGTCTTTTTGTATGAATTGGCAAAACAAACTAGAGACACCAAAGTGT 

TGAGAGACCAATTGTTGAACATTTTGGTTGCTGGTAGAGATACCACTGCTGGATTATTGTCGTTTGTGTTTTTCG 

AATTAGCTAGAAATCCAAGAGTGTTTGCCAAATTGAGAGAAGAGGTTGAAGAAAAGTTTGGTGTTGGTG 

CTCGTGTTGAAGAAATTAGTTTTGAATCATTGAAACTGTGTGAGTACTTGAAGGCTGTTCTTAATGAATGTTTAA 

GATTGTACCCATCGGTCCCACAAAACTTTAGAGTTGCTACAAAGAATACTACCTTGCCAAGAGGTGGTGGTTCTG 

ATGGTATGTCTCCAATTTTGGTCAGAAAAGGTCAAACTGTTATGTACAGTGTTTACGTTACCCACAGAGACACTA 

AGGTTTACGGTAAGGATGCTGACGAATTCAGACCAGAGAGATGGTTTGAACCAGAAACCAGAAAATTGGGTTGGT 

C GTTTGTTCC ATTC AACGGTGGTCCAAGAATCTGTTTGGGTCAAC AATTCGCC TTAACTGAAGCTTCTTATGTTA 

CTGTCAGATTACTTCAAGAATTTGGTCATTTGACTATGGACCCAAATACTGATTATCCACCAAAAAAGATGTCAC 

ATTTGACCATGTCTCTTTACGATGGTACTAATGTTGAAATGTATTAAGCAGGGCTAGATTTATATAGGGTATATA 

GGTATTTTAAGAAGGATAATTGTTTGCAAAAAAAGTGCTGTAGATTTTCACATGACTGAGGGTCTTTGTGTTGTA 

TGTAGAACAAAACCTATATGCAGAACAATAGGGATTGCCATTTCCTTGTTTTTGATTTGACAACTTTGTATGCGC 

CCTTTTGTTGTTGGGCATACATATATATTTTGCGACTAGCATGTGATAGACCAGCAGAATACACTACTATCGAAT 

CAGTTAAAGTAGATCTAGAAATAAACTCAATGATAATCGTGGCACTATTATTAGAGTTTAACTTTTTGCGGAAAT 

TCTAAGTTCTACCAAGAAATCCTTTGACTGATCTTGATGCTCCAATTTATTTTTTTTTAATTATAGCATCGTCTC 

GTATTCCCAAGCTTCTAGTGTATTATTTTGATTATATCGACAAACTGACAATGCATAGAGGTGCATGTGAACCAG 

C TCTATTGTCTGGCTAACTTC TTGGTGTGGGAC ATGTAATCGAGAATTTC AGATTACACAC AGAGAGGGGTAAAT 

TTAGCTTTGTTTTAGGATCGTCGC AATTGATGGAGAAC AATAACC ATTAC AAC TCC GC AAC ACTC CGAGAAGTAT 

ACCAGTATTCGTTATTCATACGGAGTACATGTGAAAAAGAAGGGAGGCACTAAAATTATGAACATTTCCATTGTT 

C AGC ATAAAAGGAAC GTTCGTGTACTTGTGC AAAAGAAAGCACCAAACCTC CTTACTATTC GTAAC AC ATTTTCT 

ATATTGAGGGGTTATTGTAATGATACTTTGACAATCACTTTAAACAGCAAAACAATTGCCATGTGAAGAAAGAGT 

ACAAATATATATATGTTTGATAGGATCCTGCTAGCTACAATGTTTCATTTTTACAGAATAACCAAACAAAATGTC 

CCCCTCGCTTGTTCACCAAATTCTTGCTATCACTCATCCATATGTTGAATATTTGGAAGAAAACATTACTAAATG 

GTATATCCTAGTACCAGGTATTCTTATTGTGTTAAATGTGTTAACAACTCTTCATACAAAGTATTTGGAATACAA 

ATTTAATGCAAAGCCTGTCACAAACTTCATTCAGGATTACACTTTTGGTGTCATAACTCCATTGATTTTGATCTA 

CTACAAGTCTCAAGGTACAGTAATGGAATTCGCCAATAATTTTTGGAACTTCAAATTTCTCATCAAAAACCCAGA 

TGTAGGAACAGGTGAGCTTAGAATATTTGGTATGCATTTAATTGAAACCAAGGACCCGGAGAATATCAAGGCGGT 

ATTGGCTACCCAATTTAACGATTTCTCTTTGGGCACTCGTCATGGCTTTTTGTACTCATTGTTAGGTGATGGTAT 

TTTTACATTGGACGGTGCTGGCTGGAAACATAGTAGATCTATGTTGAGACCACAATTTGCTAGAGAACAAATCGC 

TCATGTCAAAATCTTGGAACCACATATGCAAGTGTTTTTCAAACACATTAGAAAGAACAAGGGGAAAACATTTGA 

CATCCAGGAGTTATTTTTTAGATTGACAGTTGATTCTTCTACAGAATTTTTGTTTGGTAGTTCAGTTGAGTCTTT 

GAGAGATGAAACCATCGGCATGTCACCTAGTGTGAAGAATCTTGCTGGCCGAGATGAATTTGCTGATGCATTTAA 

TTATTCACAAACTATCAATGCCTACAGATTCTTGTTGCAACAATTTTATTGGTTGTGCAATGGGACTAAGTTTAG 

AAAGTCAATTGCTGCTGTGCACAAGTTTTCTGATTTTTATGTTCAAAAGGCTTTGAGTTTAAGCCAAGATGAATT 

AGATGAACAAAAAGGGTATGTTTTCTTGTATGAGTTAGCCAAACAAACCCGTGATCCAAAAGTGTTAAGAGATCA 

GTTATTGAACATTTTAGTGGCTGGAAGAGACACAACTGCTGGTTTGTTGTCATTTGTGTTTTTTGAATTGGCCAG 

AAACCCAGAAGTATATGCCAAGTTGAAAGAAGAAATCTACAATAAGTTCGGGTCCGGCGAGGATGCTCGTATTGA 

TGAAATCACATTTGAGTCTTTAAAACAATGTGAATACTTGAAAGCTGTTATCAACGAGAGTTTGAGATTGTACCC 

ATCAGTGCCACACAATTTTAGAACTGCTACTAGAAATACCACTTTACCAAGAGGTGGTGGTCCAGACGGTATGTC 

ACCTATAGTTGTTAAAAAGGGTCAATCAGTTATGTACACAGTTTTGGTAACACACAGAGATACCAAAACTTATGG 

AGTGACGCTAACGAATTTAGACCAGAAAGATGGTTTGAACCAGAAACTAGAAAATTGGGATGGGCTTATGTCCCA 

TTCAACGGTGGTCCAAGAATTTGTTTAGGTCAACAGTTTGCTTTGACTGAAGCTTCTTACGTTACTGTTAGATTA 

CTTCAAGAGTTTGAGCATTTGACTATGGATGCAGAAACTCGCTACCCTCCTAAATTAATGAATAGTTTGACTCTT 

TCCCTCTTAGATGGGGCAAATGTTGAAATGTATTAAGCGCAAGTAGTTTATGTATGTATAAAACATTCGAAATAA 

AAAAAAATGTCGCCTTTTACTTGAGTCGCTCGATTGTGCGAAGCAAAAAAAAAAGAAAAATTTGTAAACATTTTT 

CTTTCAACTCATCCGTCATTCTTTATTTACATCCCACTCAACCAACGACAACGAACAAGAATGAGTGGCATATTT 

AATTGGTCGCTGGATGTGTTTGCCGATATTTATAACACCCTCAAGTTTGAGTCCAATATAGATTTGGATACAATC 

GACTTCACCAGCATCAAGAATGATCTTGCAAATGTTTTGATTACACCAGTCCCTCTGGATCAATCACGTAGCAAA 

CTTGGAGACGCATCAAAACCAGTGGCGTTGCCCAGTGGAGATGAGGTGAAATTGAATCAAGCATCAATTGAAATT 
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ACTGGAGTTTTATCAAATGAATTGGATTTAGATGAACTAAATACAGCAGAGTTGTTATATAACGCAAGTGACTTG 

AGCTACAAGAAGGGAACGTCCATTGGCGATAGTGCTCGATTGGCTTATTATTTAAGAGCTCATTATATACTAAAC 

ATTGTTGGATACTTAGTTTCGCATAAACGTTTAGATATCATCACTAACAACAACCAAGTGTTGTTTGACAATATT 

TTGAAAAGTTTCAGCAAGATTTATACTTTGAGTGGTAAATTAAATGACATGATTGACAAGCAAAAAGTTACCGGC 

GACATCAACAATCTTGCATTTATCAATTGTATCAATTATTCCAGAAGTCAGTTGTTTAATGCACACGAGTTATTG 

GGACAAGTTGTATTTGGATTAGCGGATAATTATTATGAGAGTTATGGCACACTAAACAACTATAAATCCTTAGTG 

GAGTTTATACTGAAAAATATCAGCGATGAAGATGTTTTTGTTATCCATTTTTTACCATCCACTTTACAATTGTTC 

AAGAAATTACTTCAACTAGGTGAGGAATCTTTAGTCGATCAGTTTTACAAGACTATAACCTCTTCCAT 

GATTATGAAGCCAACAATTTTTCCAAAAGTGAAGATATTGACTTGTCAAAATCAAAATTGTCTGGCTTTGAAATA 

GTCACAAGCTTTATTTTTCTAACTGAGTTTATTCCATGGTGCAAGCAGCTGTCAAGTAGAACCGCGAAATACGAT 

TTCAAAGATGATATATTAAAGTATATGGAATTCTTGATAAGTTATGGAGTTATGGAACGATTATTATCGTACTGT 

TCTGAAACCGCCAATGCAAAAACTCAGCAAGTGTACGACTGGTCAAACATGTACGATTTCAGAGCATTGCTTCAA 

AAGAATTTCCCACGACTTACACCAGCAAAATTTCATTATCCTGGCAATCAAGAATTGTTGAATGCAGTTAGACCG 

TCACCTTTTTTCCAGAGCTTTTTCAGTGTGTTTATATCTAATGCGGCAGTTGTTATGACCTCTTTAAGGGACTC 

GAGGAAGATTTTGTTTTATCGTCGTTGAATGAAAGTGACGAAGAGGAAGAAGAAGAAGAAAGCGACAGCGACGAA 

GATTCTTCGACCCCAAAAAACAAAGAAAAATCAACTGGGTTAGACCTTGACAAGATTGCCCAGCGCGCTGAATTA 

GAAAGGTTCTACTTGGCTTTCGCGTACACCTACAACAATAGACCTGAATTGTGTGCGTTATTTTGGGGGAACGAG 

CAGGTAACTCATGACATTATAGGATTTATTTCCTGGGGACTTGCTAATAATACGTCTCCGTTGATCACTGCAACA 

TTCTGC TTACTATTAGGGTCGTTGGC ATCTGCTGGTGCAGAGGC AACTTCAAGGATATGGGAGATTC TTGTAC AC 

AAC AATAAC AACGC AAGTACGAGAAAAAATGATTTTTCAAAGATATC CGTTGACTCCC TTTATGATTCGTTGAAA 

T ATTAC ATTGACTCTTTAAATG AAAGC TTTGAAC AAGATTTAAATGC CC AATTGATGTTGAATCAGAAGAAAC AA 

GATTTTCTCTTCAGCACCACAACAAGCAAACAGGACCTTGATGATTCTGGCGAGAATAGAATTGTTATAGAGTTG 

GCCGAGGATTCACTTGTCTTCATTTCAGGGTTTATTCAATTACTTTCTGCAATTGTGAAGAATTTGAACACTAAG 

AATGAAAGAAGCAAAGAAATCAAATCCGTGGTATACACTAGATTCTCACCAATCATTAAAGGGTTTTTAAAATTC 

GATAATTTGATCAATGGTAGCAGGTTCCTTCAAGTTGATGCTAGCATTCAAAGCACAAACAACCCCAAATTTATT 

GATTTGCCAAATGTTTTCGTCAGTGATGACTCGAGAATTATATTGACGAACCTCATTCTAACCTTTTTAGGCGAT 

TTTGTTACCAACGATAGTGATCCGTATATTAGATATGAGATTTGGCGTTTAGTCGATCGATGGATGTACCAGGGG 

TTGCATAGTTTGCCAGAAGATAAGAAAGATGATGCTTTTAGACATATTAAGAGAAAGTATATCAGTAAGAAAAAT 

GTCCCCATCAATCAAGCATTTTCAACAAACCTAACTCATCTTAGTCAGATTGGGAATTTCACTGTCTTGGTGAAA 

AAATTGTTAACCCCATACGCAGATAGTAATGAAGCATTCACCAAGTACTCGTTGTTGTATCCTTGTGATTTAGGA 

TCAGGGTATAGATTCAACAACCAACTTGGAATTTGGCCATACATTGAATTTTTAATGCAAAATGTGTTTGCAAAC 

TCTGCTACTATTGCTAATAAACGAGATAGGGTCAACTTGCAACTTAATTTGCTAGAATTATTTAGCAATGCATTA 

CAGGAAGTTGACTGGAAGTTTCTTATTGATGTGGCACCGAAAATTATTCGTGACTTGAAAAATTTTAATGGGATA 

TTTGACTCGCTTATTCCTGGTGTTCAATTGGACTTTGAAGTGTTTGTCAAATTGCATCATTCAGTTGCTGTGATT 

AACTATCTATTTGAAAACAAGACATTTTCTGCTTTGTTTAAGCTTGTTAATATTGGAGTTGATTCTGTGAATGAA 

TGAGGTGAATCGGCTGCAl^AGTGTCACATGCCCTTGGGTTGATTAATTCTTTGTTGAGAGTTCAAAATTCTTTT 

ATAAACAAGTTGTTACCAATATTGCGAAACAAAGATACGCAGCAACAATTACATTGTGGGACAGCCATTGGGATT 

GGTACTTCTATGAGTCTTTCGTTAGCAACCCCTAGAACCATATTTGATTGTATATACTATCCAAAGAACTTGGGA 

ACACATGGTGTTGCTGATTTCTACGAAGTGATATTGTTCCACTTATCTGCAGTTGTCCAATTTGCCCTTTATGTC 

AGTTGTGAAAATACTATTTC C AAC AAAGCAATTTCC ATATTGAAAGGAGTAAGCCAATCGAAATTTTTTGTTAC C 

AGAGTTTCAAGCTCTGCTGATCCCTTACTCAACAACGATAGATTGATTACCACATTTGAAAACATCGACGAGTCA 

ATAAAAATCAAGTTTGC TTTC ATTGAC AAGTTTGAAGAACTCGAGGAC TCTTTGAATATGAAATATGAGATATTG 

GATTTTGTTTTGGGCAATCTCAATCAATTTGATGGCAAAGTGGCTACTACTGCCCACTTTTTGTTGGGATACAAA 

GTGAAAGGCGATACATTAGACTTGGTACAGACAAACGATCAAAACACATTACTAAAATCTTTCTTAAATACATTG 

AGCATTAGTCTTGATTTAATTTCTGAAATTGATTACAATAATGGTAATAACCATATTATTGATGTTGGTCCAGCC 

AAGCTTTCGTCGTTGATTTTACAGATTCTTATCAAGTTGTGCCAAGATCCAATTTCGTCGTCAATAACATTGAAT 

CAATTACGTGAATATGAAGAATTGTTTGAAAAATTGGTTAACTGTCAACCTAAACTTGATTTGAATACCGTTTGG 

TGTGGTAACCAGTTTGATGGGGATTTGCAGATTGATGCTAGCAATGTATTTGTTGACAACCAAGCAAGCACCCAG 

GCTTTCTTTTCCTTTATTAACCAGAGAAACTTAATTTTGCAGTATTTGTCATTGGAATTCCATAGTGTCAAATCA 

AGAACTAAGCGGGAGTATTATTCTAAAGTGTTGACCAACGACAAGGAATTTGTTAATCGTACACCTAAGGTGTTG 

ACATTTTTAAACATTCTAAATTATTCATTCAAGAACTTTGAAGTGCAGAAATACGAATGGCTTGACCAAAAATTT 

AACATGTCGTTGTTATTGGCAGAAGTAAACGCTCAAAAGAATGGTACATTAGATTTTTCTGTTTTAACAAAGGTT 

TTCCGTCTTTTGTGCCAAACGTCAAACTTAATAACACCCGAGTCAAAGCAATTGTTTGCCGAAGAAATTATGGTT 

GAAGGAAGTAAGATTTCTGACTTTGTCACAAAGTACCTGGTGTCGACCGACTTGAAGGATGTGCAGTTGAAATGC 

TTACATTCATGGTGTCAATTGATAGAGATTTTGGTTACTGACAGTGGAATCAATTCGCTGAATTTCATCTTGGAA 

GTGTTGCAAGTTATTATTCCCAAAATCAATGACTATTTTGATGTGGACATACTGTTTTCTGAAGAAATGGTTTCA 

TTATGTGTTTTATTGTTTGATCTTTATGATCAGCTGACTCTTGCGGACAGAAAAGGTGAAGATTTTGCACTTGGA 

ATTGAGAGATTGATCCC CTTATTTC AGAC TTGTATTGC AGGTATTCTTAATTCTAAC TC AACACCC AGCTTACGC 

TCAGACTTGTATGTAGTTGGCAACAAGTTTTTGTTAAAATGTTTTGAGAGAGAGTCGTTTTTGAAACAAGTGATG 
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CATATCATCAAGTCGGTAGATAAAAAGTTTTTCCAGGTGATTTGTAATGACGCTATCTACTCAGAGGGTCCATCT 

AGAATCACTTCTACTTTATTCCTCGAGTCATTAGTTCACTTAGGGACTTTGGTCAAGGTTGATTTTATTTTGAAT 

GCGTTGATCAAAAATAACGCATTGCTGTTGCTAGTCAGGTCAGTTAAGCGGACTGATGCCATGATCAAATTGTGC 

CAGGAAAAAAATTCAGGAGTGACTTTAGATCATTTCATATTTGACTTGATGGCATTCAAAGCAACGCTATATTTT 

TTTGTTAGAGTGGCCAAATCGAAAAACGGGGCATTGCAGTTGATTCAAAATGAATTGTTTTCAATTTTGCATCAG 

TCGAAGTTTTTGCAGATTGATCCAGATATTGGTTTAAGTTTACGAATTGAAGAAGTTCAAGATCACAAGACTGTC 

AATGTAAATGTTTTGCTAGATACTCC ACTTTCGATAACTGAC TTGGTGGATCC ATACAAGTTGC GAAGTGAAAAC 

ACTATATCATATTTTGAGTTCCTTGTACCAATATTTCAGCTACTTACAACAGTGTTATTGTCAATGGGACCAAAT 

TATCAACCTGCAATTATTCAAACTAGAGAACTTATGAAGAGTGTAAATCGATTGGTGGTAGGTGTTATGAAAAGA 

GATTTCTTGGTAGAGACCAAACAAATTGGTCAAGGGTTGTACAAGGAAGAGAGTCACGAGTTGGTATCGTTGAAA 

GAATTGGTGAAGTTGTTTATTTTGATTGATTCATTAGCTCATTATAGTGTGTAGTTGTGGTAGTGACACGACCAA 

ATATATTTTGTTCTTGGAAAAAAAAAATATTTCGCCTTCTCCGAAGATTACAGCAAACCATATC 

AAGTATGGCCGACAATACAGAATTTGAAAAGACAGATCCATCAAAGTTTTTGAGTGGAATAATAGGGTCTTCTGT 

GAGTGTAAAGTTACACAATGGTGTTGAATATAAAGGAAATTTGCAGACAATTGATGGGTTTATGAATGTGGTATT 

AGATGAAGGTAAAGAAACTGTCAATGGGAAAGTGACTAAAAAATATGGAGATGTGTTTATTAGAGGGAATAATGG 

TATGTATAAGGAAAACTATTGGGATATAAATAGCGTTTTACTAACATTTCGTTTCTAGTGTTATATATAAGTGAA 

GCTTGAAGTAGGTTGTATAATTAAATGTATTTTAGTGATGTCAAATGCTAATGTCTGTAGGAATTGAGCGCAGAT 

TGGACGAATCATATGTCGTCGTGTAGTCCGTGCGAAAAACTTTTTCTGTTTCAACCCACACAACAAACAACCAGA 

AAAAAGGAAGAAGAAAAAATCTATCAATCAAAAAAGTATTTCACTTTCCTACAACCAACACAGTAACTATTCCAA 

AGATGTCATTCGTGATTAGAAGACAATTGTCCACTTTGATTCCTCCAAAGATCGCATCAGCAAAAGTATGTTAGG 

ACTGC TAGAAGTGTGTTGAATTAGGATTGATTTACTAACGTTATC ATTATAGAACCTTGGATC C AACCC AAATGC 

CAAAAGAATGGCTGAAGTTGTCAAGTTCTACAACAAGTTACCACAAGGACCAGCTCCAGCTGCAAAGAAATCCAA 

C AATC C ATTCGCC AGATAC AGAGC TGCTTACTTTGATGGCGATAATGCTTC TGGTAAACCATTAGTCC ACTTGGC 

TATTGCCGTTGTTATCTTTGGTTACTCCTTGGAATACCAACACTTGAAACATGCTCAACATGAAGGTCATTAGTT 

AATGTTCATAGATTAAAAGAATGTATAAAAAATTTGAAGTGATATTTAGTCTTGTGTGGGCGAAGGGTACACGAC 

CATTGTAGTGGGAGATAGTTCTGTTGAGACCAAGAATGGAAACGCATACGACAGAACGAGAAAACAATGATCGAC 

C AC ACC GC CTCC AATC AAACAAC AGAGGC AAAGTAGGCGTTTCTTATAAAGAATTGTAGTTCTTTTAAGTGTAGT 

TGTAGACAGTATTCATAAACCAGGTGCGAGCAATCTGAAACTTCCAGTAGTAGTGGTGGTGAGAGAGAGAGAGAC 

CCCTTAAACAAAAAAAAAGTAATCTTACCAAGCTGGCTTGCTCAAGACTCATTTCGGGAAAGAAAAAAATATCCA 

AC ATTTTTTTTTCC AAATTAGACGAC AAC AAC AC AGGTAATTGAT AAC ATTATC ATC AATC ATC GAAGGCTCAC G 

TTATAGTTGCTTTGATTGGGTCTGATTTTTTTTTTTTTTTCTAATCCACCTAAAAC 

CTAAAACGAATAAACTAATCTTGGACATTCCATTTATAATCAATTATGAACAATCAAGACCCAGATTCACAATAC 
CATAATAAAAAGGTGTATCCACCAAATCTACCATCAATTCCACCTCCACCGCAACAACCTTTGAGTGGAAGACCT 
GC AACACC AAG AATGTTAC GTAGTATAAGTGGCAC AC TAAAGTC TAAAACAGAACTTGCTCACTCTGACAAGGGT 
CAGGAATCGAACAATGAAACCAAAAATAGCAATTCCCCTCACTATGTACCTGATACACATACCAGACAACCACCA 
CCAGAATCACTCAAATCAAATATTCAAGCTCCAACAGCTGTTCATGGGAATCAGCAAAAAGGACTGTTGTTGCCA 
CCACCATCTATTCCGAATCCAAACACTATGAAACCTGCGCCAACACCAACTGGAGTCGACCAACCACCTGCAAAA 
CAAAAACCACTGCCAGCACCTAAACAACCACAACCACAGCAACAGCAGCAACAACAACAGCAGCAGCAATTTCAT 
AGAAAATCTATTGGTGATTGGAATTTCGTAAAGACTATCGGTGCTGGGTCAATGGGTAAAGTGAAGTTGGCACAA 
CATAATGCCACACATGAAATTTGTGCCGTTAAAATTATTCCTAGGGCAGCTAAACTTTATCAAAGAGCACATGCC 
AACGACCCTCCTCCGCAAACCACACAAGAAGCAGCTCAGAGACATAAAGAGTTTGAAAAAGAAGTTGCGAGAGAC 
AGAAGAACTATACGTGAAGGGGCATTGGGGAGATTATTGTATCATCCTTTCATTTGTCGTTTGTATGAGATGGTA 
CCTATGACAAACCATTATTATATGTTATTTGAGTATATTGAAGGAGGACAAATGTTAGATTATATTGTTGCTCAT 
. GGATCGTTAAAAGAACGACACGCTAGGAAATTTGCCAGGGGCATTGCATCAGCTTTAGATTATTGTCATCGAAAC 
AATGTTGTTCATCGTGATTTGAAAATTGAAAACATTATGATAAACGAAAAAGGTGACATAAAGATTATTGATTTT 
GGGTTGTC TAATTTGTATGCACCC AAAAACTTGTTAAAAACGTATTGTGGTTCGTTATATTTTGC TGC ACC AGAA 
CTATTGAGCGCCAAGCCGTATATTGGGCCAGAAGTTGATGTGTGGTCTTTTGGGGTTGTGCTTTACGTTTTGGTG 
TGTGGAAAAGTACCTTTTGACGATCAGTCGGTTTCGGTTTTACATGAAAAGATTAAAAAGGGAAATGTTGAGTAT 
CCTGCTTTTCTTTCCAGAGAATGTGTGTCATTGCTTTCAAGAATGTTGGTTGTTGACCCC ACT AAG AGAGC ATC T 
TTGTACGAAGTTTGTCTGCATCCATGGATGAACAAAGGATATGATTATAAGGTGAACAATTATCTTCCTAGAAGA 
GAACCTTTGCGTTTACCGTTAGATCCGGAAATAATCAAAACCATTGCAAATTTTGAGCTAGGCACGGTGCAAGGT 
GTCGCTGATGAGTTGACGAGTATTTTAACGAGTGTTGAATATCAAATGAGTTGTGAAAACTGGTACAAAATTACT 
GAAACAGGAAGAGAGTATGCGTCTTCTCAGAATGCACAAATATTACCTGATCCAACTGGCGGGTTCCATCCTTTG 
GTATCTATTTACTATTTGGTTGACGAAATGAGAAAGAGGAAAAAGGCAAAGGAAGAGGCATTAAAGGCTCAAAGA 
CGTGCTCAAGTTCCGACAATCGCTGTTCCTACACCAAAACAACAACAACAACAACAGCCACAACCAGCACAGCCA 
CAACCACAACCACAACCAGAAGTATCTCAGCCATTGCCAGAACCAAAACCTGTACCCCCTGAGGAGATAATCAAC 
CCTGCAGTGGCAACACAGGCACAAGCTAACATGACAGCACCAAAAATTGTGGAAACATTTTCAGAGACCCCTCAA 
AGAACATTGGACCCATCCAAGCAATCAGTGGATGAAAAACCAAGTGCACCAGGTCCATCTATTGCTGTTCCAGAA 
CAAGCACACACCACATCTGTCCCATCATCGTTTGTTAAAACACAGACATCGATTGATGAAGATCAACTTTCCATT 
CCTGAACAACAAAGTCCAAGAACCTCTACCCCACAAACTTTGGATCCTGCAAAGGTGGTTGGCGGCTCATCTGGA 
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tctgctatatcagcccctaatgctggtagtggtgctggcttcaattctttgttaagaagattgtcttcgaaaa^ 
tacaagggggccagttctcctaaacgttcaacatctccactgccaaatgttgaagggctctcgccacaaccaact 
aaggccgacccaatggtacgtcgtggtgttagtatgaaggttactgctaaagagaaacaaacgaatacaagacca 
cc aaagtcagagttaatc aaaaagaaacc gc aac atggtc gttcttc c tc c acttcaaac aaaatgc aaggatcc 

ATTCCTGTTGAGTATTTGCCACCATTACCAACCATTGATACCAATACCAACACGATTGTTTCAGACGGTGCTAAA 

CAACAAAATTTGACTGTGCCTTCTACAGCACGTCATATGCACCCTACAGCCAGAGCAAAATCTGTTGGTGGTGGT 

CATATGCGTAAAGATTCGTATGGACGCGTATCACACGGACTGCAGAATCCGTTGCCACCGCTTCCAACGTCTATG 

GC AAGCC AGAATAGC CAAGAAGTTGTTGGGAAAGATAC AAGCGAAGGC TTTTTTGATGACGTTCAATTGGATGAT 

GTTGGATATCAAGAAGTTCCACAACTCACTGAATCGGAGATCATTGAACAGTATAATATTTCCAAACCTAATAGC 

ATGCCATCAATTGAGCATTGTAAGACATTGTTTTTGAAAGGTTTTTTCAGTGTTCAAACTACATCAGCCAAGCCG 

TTGCCTGTTATTAGGTATAATATAATTAACGTGTTGAGTAAGTTGGGAGTTAAATTCCAGGAAGTGAAAGGTGGA 

TTTGTATGTATGCAC ACGCC TTCGGTACAGC CTAGTCAC AGTAACGAACTTGATG AGGAGAATAAATTGTATGGC 

GATGCCTTCAAGTCAAAATCGAGTGATTCATTTGAAGCAGCTGAACCAGAAGGATCAAAAACACCTAGTCGACAA 

CCTTCACTTCAGTTGCCGTCTCATACCCCAACAACGCCATCGGGTCCTAAATCACACAAATCAAGTAACTCTATT 

GGAAGCATTGGTGGAAATGTGCCAAGACGTAAGTTTTCCATTGGTAATGCGTTTAATACTTACCGTAAAAAGAAT 

GGATC TC AAGTTATGATGCC ACC AAATAC AC CAGCTAC AGCTAAAGTGATTC ATGGGTTGTATGACGACG ACGAT 

AAGGAGAGAAATGGTGAAGACGACGATGACGAAGATGACTATGGATATGATGATTCTGCTGATTCGCTCAATGGA 

TATGGTGGTGGTAGTGATATGTTGATTTCTTCGCGTATTGAGCAACGTGCCAAACATCAACGAACTGTCAGTAGT 

TCGAGTCAGAAAGCTAGCAAGTCGCCATTGAAGTTTGAAATTCATATTGTGAAAGTTCCATTAGTGGGATTC 

GGTGTTCAATTCAAGAAAATATTGGGTAATACATGGAATTATAAGACACTAGCTAGTCAGATTTTAAATGAAATG 

AATTTATAGTTACATAGTTGTATTTATTTAATCTATACACCTTCGAACTGGTAATCTCTTTCAACAAGGGCGATC 

C TT AC TTTGAAGTAATCGTAAAATTTCGATTTCCCTAATTTCTGGGCC AATTGATGATC AGACTGTTGTTTC CAT 

TGTTGAATGC TTGAC TTGTCTTTCC AATAACTAATGGTAATTCCAATTTTGCTTGTGGGGTCGCGTGTTGACTC A 

AGTCCAAGAAACCCTGGTTGTTGTTTGGCTAAAGATACCATAAGGTCTGCCACTTGGGTATATTCATCACTAGTA 

ATGTCTGAGTTTAATTTGGAAGTGAATGATACCATATAGTATAGCGGGGTTGCTAAACTCATTTGTAGGTGGCGA 

GGC AAGAAAAAGAAGAAGTGATGAC TAATTTGACACAAATAAAAAATAAATTTAATCGAGAACGATAACTTC TGG 

TTGTTCTGGTTCTGGTGTGGGATTAGTTTCTGTTTCTGGGGTTGACTCATTATTCAATTGTCTCAACTTCATTCT 

TTGATCTCTTGACAATTTACCCGTATCTATGTTTTCAGTATTTTTCAATTTCATTCTTCGTTCAAATCTTCTTTC 

GGCAGCATATTTTGATTCTTCTTCTCTCTGTCTGTCTAATTCTTCTTGCCGTTGCTTTTTGGCCTCTAAA^ 

ACTTCTTTTACGTACTGCCAATAGGTTAACCATTTGAATCTCCTTACGCTTGTTTATTAAATATTTTCTCTTTTT 

TATTTCGTTGTTGAAAATTGTGTCAATGATGGCACTAGACTTACCTGCCAATTTGGTATATAACAATTTATGGGC 

C AGACTC TTTTTGATTTTGGTCAAATATTCGTTGAAC TCGTAGATGTTCTTGTATATCAATTCAAATTTAAC ATC 

TTTAACATCAAAAACTTTCTCCTCAAAATAATCTTGTGGTGATTCAGGTGATAATTTTCTTTTCTTGGGAATGGT 

CAAGGGATAATAAGTTATTGTTCGTTTGTATAATCGATTATCATCAAATAATGAAAAATATTCAGTCAGTGACAA 

TTTGAATAGTGGGTCAAGTCTAGTTGCTAGTCCCTGTTTTTCCGTCCAATCTCTGAACTTCGAATACTTTGAAAT 

GTAGTTAATTAAAATGTACAAGATGTCAAACTTCTCTGTGATGTTTAGAAGGTCAAATTTTACCGAATCTTGTTC 

ATTGTCTGTTTGGAC AC C AAGTGGAGAGTC ACTCCC AAAGTGAGAACGG AAC AC AAAC TCAAAATCTTCTAACTC 

AACATGTTTAGAGTTCTGAACAGACGTGATTAATGCCAATTTTAATTTATTGATGAATAGACTCGATAAATCGAA 

TGCACTGAAAAAGCCCAATAATTCCAATTCAAATAAATCAACATCAAATAACTCTGATTGGAGTTTTAAATAGCC 

TCGGTAATTGTAGAGCCAGTTGATAACGAACACGTATTTGTTGCTGTTTCTTAACGCAACTAACTCTGGTGTTTG 

AAATCCATTTTCTTCTTGTTGGTTTAGTAAGATTATAGGTGTTTGTTTGGACAAGGATGCTATTTGGTCTTGATT 

ACCAATATTTAGGGAATGGATAGGATGACTAGCATCTATTGGCACTGGTGTTGATGAGTGGCTTCGGGATACCAT 

GGTTGTTTGTCAAGAAGAGCTTGAAAACAAATCGTTGAAAAAATTATTAGTATATACAGATTGCTGGTGAGAATT 

GGTCTTAGTACACGATTGGTATTATTTGCAACCAGGAGACGCGTACCAGAAGTTTTCATTGAAGCATAGTTTCTA 

AATTTCTTC TCTTGTATATTTATGCC AAGCTATAGATGGTCTTAAGTGTTTTGC TAATGTTGATATC AATACTC G 

CAAAAAGATTCTTGCCATAAACAAGCGCTGGATAAATCAACAGTGTTTGAAACAATAAAAATCTAGTTGTGTTTC 

AGTGAAATGGACAAGAGCGCAAAAAATAAAACTAAGCAAGACAATGAAGCTTGTATTATTTCATCCATGCCTACA 

ATGCTTGATTAAACAGAATGACTTGTAGCTGACTGTCAAACTACATTAGAAACCGAACTTTCCTCAGTGTATAGA 

AAAAGATCAACCACACAAGTCTTAAACAGCGAATCTTGAATTTCTCTGTCATGGATCTTAGTATGGACTCCCCCT 

AACCAATAGATGTAAAATAATTGTATATCCTTGTTGGGGGCTGTTGCTAACAATTCTTATCTTATCATTACTTGT 

TCTTGCATTATCAAACAACATCTAAAAAAAAGCCTTGTTTAGATTCATCAAGAGAGAAATCTTATCGACTAATCA 

GGAATTTTGACGAAACCCGCAAATATGTCTTATAAAGAAAATGTTCAGATAATAATAATACTGTGGTCAAACTTG 

AAATGGGAAAAACCATGTTTTACGTCATTTACGTCATTATTGTTACTTGCTAATATTGGTTTAGACGAAGAGCAA 

GAAGTGAGAAAATTGAAAGGGGGGAAATCCTAGCACGAGGGCGGAGTAAAAAAGGCGGAGCGGGGCGGTGGCAAA 

AAAAAATTACAAAACAAAGCAACAACATTTTAGTGGATGCGTAAATAGTATCAAATGTTTCAATTGTGGTGGTGG 

TGTCGAGCGCAAAATCAAACAATTCATTTGAAACAGGAATGACTTGTTTTTGTTGATTCTAGTTTG/^AGTTTATT 

AGACCATTAAATAGAGGGGGAGAGGACATAGGAGATCATAATTGTCATTAAATACAAGTGAAATCTAAAATTTGA 

AAGGGGGTCTAGAACAACAGACCTGTTGAAATTTCAATTAAAATTGATCAAAATTTTTAGTGTAATTTGATATTT 

TACAGTATGAGAAGAAGCACTGATAACGATAGATAAGTGATTGTAATATCTCTGATTTTACAGTTTTAAACTATT 

CCGTAGTTGTCCATTCAGTGTCCCTTGACTATCCGAGTCGTCTCCCTCTTGTTACCATTATAGCTTAATTTGGAG 
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AATCTAGTTTATTATTTCGAGTACGTGTGTGTGCTC 

AGTTGATCATTCATTTTATTTATAAATGGTTTGTATAGGTGGCAGATATCCACCACGCTGCCAATACTGAAACAA 

TGAATAGGAGGAAAATATGAAACTAAGCAAATATGTTTAATTGCAATTCAGGGAAATCCACCGTAATCCTAACGG 

AGTCCATAAGAAATTTGTTGGCTATCGTTCAAAGTCTATCGTTTAAACTCAGATTTTGTAGAGATCATGTTGAAT 

TGCGGATCAACAATTGAGAAACTTGCGCAACCCCTAAAACAGAATTTTGTTGAGAAAGTACGGAAACCGCCACCA 

CATAATTAAAATAAGAAGAGTTAGGCTCAAGTAATTGCTCTTCAAACATAGTTAACCACCATGTAAGTTTTGCAA 

CACGTTTTCCTCCACAATCTATTTCAATAAGCCAAGCAATTACGTTGAGTACTTTACTTAAGAAGATTAAAGTTC 

AAGTATCAACTACCATGTTGTTGGAAAGACTTTAAACAAAGAAATCAAGAATCAGACCATTTATGGATCTACTAC 

AGATACTAAAATAGGGGAAACTCAACCCAACCACAACAACCACAACCACAACCACAACCACAACAATAACTACAT 

TCCAGTCGTTAAATCTTTTCCCAATTTCTTTGTTATAGCCACAAAAGCATTACATGGGTGAGGGATGAGATGGTA 

CTGTATATT AACC C AACC ATTGATG AGATGG ATTG ATT ATTGTTGGATC TGG AC TTC C TTTGG AAAATAAT AGGA 

AACTCTGAAAATAAGAAAAAAAGAGTTACAAAATTGAATTGATCTGTTGTGTAATAAAGAAAAATGAAATG^ 

TATAAAACATCCATGTTAGTAATAAGTAAAAGCTTCAAAGCCTTTGCATACACTTGAAGAGTTGAGAGAATAATA 

TGTGGAATGTAGAATGGTATTTTGGGCGTGTAGACGTGTAGTTGCCAATTTGCCCTTTCAATTCTCATTCCAGTA 

TCATTTCTTTTTTTTTTTGGTACTTTTTGAGTTGGTTAATGTAGTAGTTACCCGT^ 

TAATACCAAGTGATATACATTAACGATACGAATAACACTTAATCTGACATATAACTAAGAAACAACAACAGACAA 
GAAATAAGTAAAAAAAAAAGAAAATAAGTTATTATAGAAAGAATAGAAGCCAATAGAAATCAATAGAAAGAAAGA 
AAGGAAGAAATTATTTGTTAAGAAATTTGTTGGCAGTAAGTAACAAGAGAGAAAACAAATCAAGACACAAAACCC 
AAAATCATAAAAAAAATACAACAAAAAAAAAAAAAAGAAAACTTAAATACAGAAACGACTGAAGACACAGCAACA 
ACAACAACAATTATTACTAGTAGTATTATTATTTACTATTAAAAATATCAAACTAAAATATTCTCTCTCTCTCAT 
TATCTTCTCTTCTCCGCTTTTAATTAGTAAAAATTTATTTT^ 

TTTATTTCAAAAATTTTACTTACTTGTATAAATAAAGTATATCTTTCTGTCATTAATTGAA 

TTTATAC ATTC TTTTTTTTTGCC AAATTATCTATAC AACTTGAACAACTTTTTACC TTAGTTGTCTTC ATAAC AT 

TTATTAATAGAGCTCGTTAAAATAAAGAATGGTTAATAATCTC AC TTCTGGTATTGC AGCC AC GTC GTTTAAACA 

CAATCATCCTCAACATGCAACTTCCCCTCCACCAGCAATTTCTATAAATACCAGTTCACCAAGAATACCCAATCA 

TTCCCCTATTTCACCTCCTTCAGCTAACAATAGCAACAGCAGCAACAATAGTAGTGTTTCGGGATTTCCATTTTC 

ATCTACAGTGATTTCTCCTAGAAATAGTATTACATCGTTTAGTAACCCAACTAAGCAACTACGGGCTAACAGTAT 

CAACAGTGATAATGGCAACAATAGCAATGGAAGAAGGACGAGTAATTCCAATTATTCAATCACTTCAACTCCAAC 

TACGAACAATCGATACTCATTTAGTGAATATTCCAATGAACAAATTATTGATTTAATGGAAAGAGAACAAGATGC 

TATTGTCTTGAAATTAATGAAAGACATTGAATTTTTAAAACAAGAAAATAAAATGTTACGACTGACTCCTGGCGG 

TAATAGTGCACAGTGGCATTGCATCCCAGTAATAGAAGTAGTCCTTCAACACCACCAGTCGTCGATCTTCACATA 
A 

YDR377W_homolog_l 80aa PathoSeg: 1..80(SEQ ID NO 642) 

NLGSNPNAKRMAEWKFYNKLPQGPAPAAKKSNNPFAJ^ 

AQHEG 

YGR008C_YLR327C_homolog 8405bp PathoSeq: 1..8405 (SEQ ID NO 643) 

TCACAAATGGGATCCAACTTGCCCCGGCAATCAGTCACAATTGGTTCGTCAATTTGGCAAATGTCGTGCAAAGAA 

TACGACGAATTGATAAACACCGGGTTCAGGAGGTCAGGAACATTTTTGTACAAAACCGACTTGCTAAGAAGCTGT 

TGCAGGTTATACACAATCAGAACAAAACTCGAAATGTGTAAATTGACGAAAGAGCACAGAAAGGTGGTCAATCGA 

TTCATTAAAGAGATATGTCCCGAATTGCCCCAGCCCAAGAAAAACACTTTTGACTTGAACAGATTATATGAGGCA 

CAACTTCAATCAAAACGATTCAAAACTAGGTTTGAGCCATCAAAATTTTCTAAAGAAAAGTTTGAATTGTATAAA 

AAATATCAAGTGTCGGTGCATAACGATGACCCAGACGATGTGACTGAATCTTCATTCAAAAGGTTTCTATGCGAC 

ACGCCGTTCCCTGACGACGAAGTTGATGGAGACAAGGACCAATTTGAAGGACTTGAACTCAAAAATTGGGGAGAA 

TCAACAAAACCACGAGTTGGTCCTACCCACGAACTATATTTCTTGGATGGGAAATTAATTGCCATCTCCATTCTT 

GACTTCCTACCATCGGGCGTCTCTTCCATATATTTTATTTGGGACCCCGACTATGCACATTTGAGTTTGGGCACT 

TTATCTGGACTAAAAGAGATGCAAATGTGTGACAAGCTAAATTACTCGTGGTACTATTTGGGATACTATATTGAG 

GATTGCGTCAAAATGAAGTATAAACTGAAATTTGGTGGTGAATTATTGGATTTGTGCAATGAAGTATATTTCCCA 

TTAGAGATTGTTGATCCGTATATAAAGAACGGTAGACTATTTGTCATTGGTGAAAAGGACGACGAGTACGATTCA 

GAGCTTGAGATTGAGAGTTTAGGAGCTCCGTTAGACTATAAAGATAGTGATTTTTATGAGAAAAAGCTAGTCAAC 

ATTGCTGAGGACATTTACGGGGACGAAAAGGTCGAGGCAGATGCTAAAAAGGCCAAGCAAATCTTAAAAGTCAAA 

TATCAAATTGATCTGAAAGACTCTCAAAAAAGATTGCCTAATGTCGTACCGGGAATGATTCCTCTTTGGCAAATT 

CTCGAATGGTTTGATATGGGTACAATTGATGAAGAATTCGTTGTTGAAATATTTATGGGCGAAAAAATGTTTGAA 

TATTCTCTTGGCGAACTTAATGGTGAAGGGAGAGCAATCGTGGTTGACTGTATCAGAGCTTTTGGGCTAGAAAAA 

GTACAGGATATGGTGATTACGTTGTGAAAAACATATATTGTGTTTTTTTTTTCCCGCAATGGAAGATTACGTCCA 

TAGGGTGAGAGTATTTATGTTCAACTAAACAAATATTCCTGCAGCTATTCCCAATACGAGAGAACCAAATACCGA 

ACCGGTGACCATCATACCATCATTGAGAC7VATCACTAGAGATTCCGTGGATAGAAATGTTGGAATAGTTTTTGGG 

GCTATTTTTTTTCCATTTAGCCAAGGGTAGCAAGGAGTGCCGGTGACTCTTTTTGTTCTGGTCGCTGGGCCTAGT 

TTCTTCTGGGCTGTAGACGTTGTCAGTCTTATTATATAACTTTTCTGTCAGAATTAACTCTTGTTGAGGTGGGTC 
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GGGGTCGGTATCAGAATGGTAAATTTCCGATGATAACGCTTCTACCTCGTCAAATTTGTAATCGGTTTCAAGAGG 

AGTATTTAGTTCCTTTAATTGAATGGCGTCATCGGTTTGGGTGTATTCGTCAATCAAACTCTGTAGTCTCAACTC 

GTTTGCCTCTTC AATATC AGC AC AAGCAATTTTCGTC AAATTCGGATAATGGAAC AC C AC CGACTTTCC AATAAT 

ATAGGACTTTGATTTTCTGTTTAACGACAAATAAGGGTCGCTGTATTTCAACTCAAAGCAAGTTGTGTTGATACA 

ACCATGTTTCCCCAGCAAGTCGCCCACTTGACAGTAGGCATCGTTTTTTTGTTCATCGCAAACTGGACTAGCATT 

ATAAGGATTAAAATGCAACCCAACTGCTTCGCAATTGCCGTTTCCTGGAACAGACCGTTCATGTATATGGTAGAA 

AAATGGTCCTTCATCTTTGGGCAACCCTGTCATATCAATATGGACGTTGACATGTTTACCTTCTTTAGCACTAAA 

CACCACGTTTCCTTTGACCTGTGTATCACCTCCAAAGGGAAAGTCTGCAACAGCAACGACGTTTCTAGGGTTTTT 

CTTGATTTTAGGTGACTTGTCTGAAGCAGCTATTGAAACTAGATAGATTAATATGATAATGGGAATAAAGATCAT 

CTTGCTGAGACGTTTAGTGATAAATCTTCACAAAAATATGAAGATCAAGATTATTATGACGATTTTTAAAAGAA^ 

TTTAACTTAGATTGTATTAATTAGGTAAAAGAATAACTTTGGTTCTGTTGTTCTGTTTGTGATGAAAGCTGCAAA 

AAAAAAGAATAACAGCATTTTACAGCATAACCAATAATTATAGTTTGCTATTGTGTAAATTTTGG 

ACAAAAAATTGAACTAAAAATTATTCTCAGCACGCTCCATCCATCGCACATGACTAATCCCCGGACAGGAACTTA 

TGGAACGATGCACAACGAAAATGTGGCGCGACGACACACCACGCAAAAAAAAAAAACATGACCTTTCTCGCCCAA 

CAATTTCCCCACACTTACTCACACGAGCCAACACAATGAGTAATCCCAATCTTAGAAAGAAGCCAACAACCTGCT 

AGGACAGCTCTAGTCCACCACTACCAAGCCATCTAAATCCATCGGATAAATTATCTCTGACGAGAATAGACTTTT 

TTTGTGGAAGCAACAGATGCCTCACTTGGGGTTGTAATTTTTTTTTAGGTCACACGTACACACTACATATCTCAC 

CCCATACAAAAATCCCCAATTAGGTTAGTATTGTTTCAACCCCCCCTTATTTTTGCAAGTATAAATATGTCCATA 

AATCCCGAATAATTGAATAAATTTGTTTCTTCCTTTTCTTCCTC^ 

ACTTTATTACATCATGACTAGAACTAACAAATGGACTGTACATGAAAAGAGACCTCAAGAACCAAAATGGTTTAC 

ACACAATGGCCACTCCGATACCGATCCAACCAAAGTAAAGAAGAATGGTGCTGGTAAGAACAATTGGGGTCAACC 

AGGTGATGAATTAGATGACAATGAGGTTCGTCATTACCAAAAGTCTTCAGGTAGAAGAAACTCCAACCACGAAAT 

GAATCAGGAGAGATTAAACAACTTGAATGACAAATTAGATAACCAATTGATGAATTAGAGAATGCGGTTTTGTAT 

TT ATAT ATT AC GT AGTTAC GAATTTAC GCTGACGAT ATATCTTCTC ATTGTTGTGAC TGTTCGGATTGTTGCAAT 

TTCTTTTCAATCTCTGCTTTCCAACCCTTTCTTTTTTGTCTTTCTTCATAAGCCTGCTTGTTGGC^ 

TTGACAATAAACTCAGTATTCATGTCGTCATACTTATGTTTACCTATTGTCTCGTAAACAGACAGATCGATTTTA 

TCATAAACGCCTTTATCTATCTCAGTTGGACCGTGGTACACTTTAACAACCTTAGACTTGCCCAATTTGCTAAAG 

AACTCTGGTGTTGGGACATATGGTGCGCCTAATATTATTCCATCAACATATCTGCATTGCAAAACACATAACGAT 

CTTTCCAAAAGATTCATTATTGGGTAGTTTAGCCCCTTGTATTGATTGACCTCAGCATCATCATGAATACCAACA 

AC AACTTTGGCTC CTAACTTTGTGGCC TCTTGTTGTAC AATTTTGAGTATTTCGATATGTCCTGGGTGGAACAAA 

TCAAAGCCACCGTCAATGTAGACAATATCACCAATCTCAGCTTTAGGACTAACTATCTCTTCCAATTCGCCACGA 

TTCAAATAAACACCAGATCCTGGATTCAACCCAGTCTCGTCGGTGGCGTATCGT^TAAATCTATCCAAATTGTCT 

TTGGTCAACAAGCTTTCGGTAGTTCTCAGAATTGCTGGATAGTGATGGTCTTTGGACATTAACAACATTCTGCCA 

ACCAAATCAGTAGTGGAAATGTTCGGAGTACGTTTAACAACAACAAATCTGCCCATATCCTTGACTACCTGATAA 

CAGTCCTCACCATTGGCATCAGTTGTTATATCGTCTCCATGAACAACATATGGACACCCATATTCATCCATAAAT 

TTGGGATCAGTAACATATGGTGCGTTGGCAATTGCCTTTGTGGTCCATTTACATGCTTCAACAGCAGTAATTCTC 

TCATCCAATTTAATAACTGTGGGGACCTTATTTAGCAAAATTTCTTCGTCCAAGTGTACACCAACATACAACTCC 

TTACCCAATTGACGTGCTTGTAACATTGCCCCCGCGTGGCCCTATCATATGGTTAGTACTTCAATTTTCAGCACT 

GTCACAAATCAAAAAAACATACCATGGTGAGCAAAATCAAAGCACCCATCAATCCAGATTCGACAATTTTCAATT 

CCTTCTGGCCTTTCGTACATTATTGTAGAGCTTGATTTGAAGAAAATGTGATATGGAACAAGGAAAAAAAAAAAG 

TTGCAAGAGGATCAATATTTATTGTTTTGTCTTGATGTTCGCACACCTCGTGTACATTACATAATCTTACATAAA 

CCCAGATTCTTGTTGGCCCACCCTAATTGAATTGTTGGTAGTTGGCTTTTTCTTAAATAGTCCAGTGGACTTGAC 

TGTTTGTGGCCGAGACCCCTGTACTGAACTGCCAGCGTTTGGCTGACCTTCATAAGTTCCTGCTGTCATTCTGGC 

GCCTACGTAACTCACACCCTGGCCCGACACCTTATGTTTAAGCATTTTCTCTAAATAAATATAAATCATTCCTGC 

ATTTCTCGTCGAACAAGCATGTAGCCAACCAAAAAAACTGCCAATCACCGGAGGAAACGTAATCAATAAATCAAT 

CATTATATTCGTCTGTAGTTTTGCAATGAGCGTATTGGGCAAATTGTAATTTTTCTGTGCTATGTTTATCACTCT 

AGTATGAACCCCATACATGATAAGTGGACCCAACACTGGAAATATCAAAACTACCAAGGGAGCCAATCCCAAACC 

ACAGTCTAACCCCACAGCACAACTCCCTAGAAAACACTTGTCATCAGTCCATGCTTGTGATTGAATCTGTTTCCA 

TACTTGCTGATCATGTTTCGTTGCTAAATCTTTGGGAAGACGACGCTTGTTCCCGTTCTCATCCTCAAAAGGGTT 

AACCTTAGCATTCCAATGTTCTTCCCCATATTCGTTGAAATAATCCATTACAACATCATATCCAGGGATATTTTC 

CAATTGATCTTGAATTTGTGACATGTCGATTAGTTTGCTAGCAAAGGAAAAGTGATAAAAAAAAGAAGAAGCAAC 

TGAAAAATACCTTCGCGGCTCAAACTTGAGTTGCGCTCAATTTGTCTATATTCACTGGTACCATAGTACCATTAG 

TTTCCTTGTGACATATAAAACACGTCCCTTTCTTTTTAGCCTTATATCGGTCTAAGAAACAGGCTTTGCAAAATA 

TGTGTCCACACTCTGTCTTTATTGGTGACTTATAGTCACTCTTACACAAGACACATTTAAATGGGATATCCTCTT 

TCTCTTTAACTTCTTTTTGGCCACCAATTTCCCAGTCTTTCTTAATGGGGATCTTTTGCCTAGATTCATCTCGTA 

CATGAAGAAACTTACACGTATCACCATACCCACAGTACCCAGTTTGTTGAAAATCTTTACACACGTCCGGTTGGA 

AATCGGTGATAATGGTGGTTTTGATATTTGCTGCAACGGTTTTAGTTCGCCCTTTTTCGATTTCTGAGAAACAAC 

CTCCACAGCAGCAGCATCATCACTAGAAGATTTGGACAAAGGGGTTTGTGGTGATGATCGGGGCATCACCACCGA 

TTTTTTCTGTATGTCTGACTTCTTGGTGATGAGGGTACTCTTTTTCGTTACCTGAGTATCAGGTGCATCTTCACT 

GGCTTCATTTATATCACCTATCTTTCGCTTAGATACCCGTGAATCCTTTATGACCCTCTTCTTAAACATGGAGCT 
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GGATTAGTAATTGTATAAAAGATCGACTTGCTTATTTTTTTTTTTGCGTGAAAAATCCGTGCTAAATCCTTCAA.C 

ACCATTCCTTTTTTTTGGCTACAACGATCTCCGGATTTTCAACTCTTCCTTGCCTCCAAAAAATGATTACAAGAC 

TTATTGGTATAGCAAAGTCAGGGATCTATCGCACATACCTGACCGCTTCCTTCTATGAATTGTTTCCCAAAAACT 

TTCCACATGGTGGCCCCCCACAAGATTCGTTTATTGTGAATGACAAATCTTTACGTCGAGAGTATCGTTCGTTAC 

AGAGTGAAAGCCATCCAGACATTTCGTCAGATACTATTAAATCTTCAAATATAAACAGGGCCTATACAACGTTGA 

AGAATCCATATACTCGAATTGCACATTTCATCCACTTGAAACTGCCCAATCATGTAAATATCACCGACGATGCGG 

TGGC C AAAAAAC TAATC AAGAATTAC C AGC AAAAGTC AATGG AAGC GTC AAT G AAC T AT AAGGAG ATGC TT ATG C 

AGGTAATGGAAGCCCATGAGCAACTAGAATTAGCAGAGCTGGAAAACGAATTGGAGACGTTGGAGGCCGAAAACA 

AAGAGCGTATAAAAACCACCGAAGAAAGGATCAACCAGTCACTAAAAAACACCCCCATAGATTGGGAAGAGTTAA 

TGATGGATCCTATCCGGTTAAAGTATTGGGTTAATATACAAAACGGAATCAAAGATTGGGAACCAGGTAAACCAG 

TCCATCTCACTCATTAAATAAGCTATTATTTACCTCTTTATATTTATTATTATACACGAAAAGATGTACACACAC 

ACATATACGTCAATTATTCTTTCCTTTTATACGTTTCTTTACTCGCTGGCCATTGTTCGATCGTCATC 

TCCACTTCGTCTTCTTCTTCGTCGTCTTCTTCCATCTCTTCGTCTTCATCTAAGTAGCTAATTGGAA 

TCACATGAGTCATACTCTTGTTTTTCATCTTCTGTCTTTGGATG^ 

GC AC TC AACTCGTTGATTTTGAACCC AAAC AATTTTAGC CC AAAATCATTC TGAC TAAACTTTGTTATTCTTATT 
CTACACTGGTTTTCAATCTCGGGAAACATCTTCACCAATAGTCCAGGAAACGTCGTTCCAAAGAATGCACCATCA 
ATATTCAAATACCTCGAACTGGAAGGTATATAGATATCATTACAGCAAGGACAAAACAATCTCACCGTTTCTTGT 
CCCGGCACATCAGTCGACCCAACAGGAATTAAATGCATACCGTCACAAAAATATCTTGGACAAGAGCCAAAGTCG 
TTTC TCTCAAACTTGGATGCC ATGGC AGTTAGAC CTTGTTTGGAGACTATGTATCTGGC ATGGATTAAACCATAT 
AATAATTCTGCAGAATGTGCCAATAACGCTTTGTTTGGCAATTCTGATGCATTTCGTTTACTTGTACCATTCCGT 
GAATCATTGTTATTGCTGGTATTGGTGGTTGTATTGTCAGTGTTATGATCTTCTGCCGTTTCAACTTGGTAATCC 
AATATTGTGTATAATGCTTCTCTATAATAAGGTACTTGCAGAGACAATCCAGTTAGATTGAAATCATCTTCAATA 
AAGTCCTGTGAC AC CTGTAC AAAATAATCGTGACCAAAC AATTCAC AAAACTGTTGTATCC AAGGTATATAGTC T 
TCTTCTGGATCGCTAGGCATTGTAGTTGATATCACGGCAAAGCTATGTTAATCTTAATTTTTTTTTTTTCCGTTC 
TTGTTTTATCAATGGAGGTAAAAAAAAAAAAAACTAGTGGTGACAAAATTGTGGATAGACAAATTGAATACACCT 
AAAGTTTGTCGATATGTATAATAATATTAAACAGACCAGTAAGAAAATATGGGAATGATAAACACCACTATTGTT 
ATTGTAAGGGTTTTCTCTTTTGATTGTTTTTGTCGATGCTTAGGGAAAACTTGAGGCAAGAAAAATTTTCTTTrC 
TCGCTGAGTGTTATGACTGAGTGTGTGTGAAAAGAGAGCTTTCGAAAAATAAAAAAAACACATACCACCAGAGAC 
GAGTTCTACCAATAATGCTTTTACCTGATTTACATCCATATACTATATTATTATCAATATTTCTTGTGCTTGTAG 
C AAAAC AATTGGTGGC AAC C ATTGGGAAATCCAC AATC C AAGAATTTGTATGGTTGGT ATATTTAAAGGTTTCCT 
CAAAC 

YGR008C_YLR327C_homolog_l 79aa PathoSeq: 1..79(SEQ ID NO 644) 

MTRTNKWWHEKRPQEPKWFTHNGHSDTD^^ 

LNNL 

YGR034W_homolog 2004bp PathoSeq: 1..2004 (SEQ ID NO 645) 

CCTTTTTTTTTTTATTGTTCTTTTATTATAATATTCAGTCAATATAAATATCTCTGTCAATTTATTCAGCTTTAC 
C ACC TTTTC TTTGAATC AAAGC TTTTCTATCTTTGTCC AAATGTAATTTAGTAATGAC AACTTTAGATGGATGAA 
TGTTGATTGGAACAGAAGCACCATTTGATTTTTCTTTTTGTAATTTATCAACTTGAATAGCAAATTTCAATCTAT 
AAACAGAATTAACTTTACCTTCAGAACCTTTTTTAGAACCTCTAACAACTAAAACTTCATCATTTTGTCTAATTG 
GC AAAGATTTGACATTGTATTGTTGTCTTAATTCTTTGGATAATGGAGC AGATAAAAGAAC TCTTC TTTC AACTG 
ATGAAGC AGTGAAATAAGC TTTTC TAGCTTTAGAACG AGATGAAGAAACGTCTATATAAATGGAATTTTTGTTAG 
TATTTTACTGAATGTTTCTTAGTCTTTGTTTTAATAGGAAAAGTAAGATAAGGAAGGAATATATTGAAGGGTTAT 
GATTTGATTTGATTTGATTTTTCAAGTTTTCCATTCAACAAGTTTGAAAAATGGAATCTCCTATACATAATTTCA 
TCAATATCCCCAAATTGTATTTTTAATATTGAAATTCAATATTAAGGATGTTCTTTATATTCAGGTAAATCGTGA 
AATCATTATACCTTCTTGGTGTAGTACTTCAGTCAATGGTTTGTTCTGAGAAAAAAACCCTCTTTATTGAAACTG 
TATTAAACTTAATTCTTAATGGTTGTTGTTTGATGTTCTATCTCCTTTTCAATGTATATATTCCTTTATTTCT^ 
CTTTTTTTTTTTTCTTTTCCTTTTATCTTCCTTTC 

CTTGGCCATTTTTGATGATTATATGCTATCTAGTATCGATCCAAAAGGAATTTTTTTTTGAAAAAAATTTGAATA 
TCTTCAAATTGAGTAAGTGTATAGAGAGATGAATTTTTCGCACTGTGGTCTAGTGTAGCTCCTCTACTCAAAAAA 
AAAAAAATATATATATATAATGTATTTGGTAAGACAAACTGTGCGTAACAAAAGTATTTCTGATACTGCATATAC 
AGTACATTAGGGCTATAGCCCTAACACACATTTAAAATTTGGCATTTACCAAATCAACATCAAATTTCTTAAAAA 
AATATAAAACGAATAGAAAAAAAAAGACTTTTAGTGAGCTATACTTATTACAGTCTTCTCTATATTGCCAAAAAA 
AAAAAAAAAAGAAGCCAGGGAATACTCTTATTTCATTATAATGTGAAAGAAAATTTGGTGGGTTCAAAAATGAGG 
GTATAATTAGCTCCCCGCGGGACTCGAACCCGCGACCCTGAGCTTGCTTGTCATGGTATTAATTTACACAAGACA 
CCGGAGGCCCAAATGCTAACCAACTGCACCAGGGGAGCATATACTACGTTGTCACGTGACACGTTGCTGTCTAGA 
GACCATAATCATAACCACTGCGCTATGTCAGTGATATCACTCAAAAAAATTTGACCTATTTTTCCATACCAGT/VA 
GTTTTTGGGGTGTTATTATTTAGAAATAAACTCAATTTACTCTAAGAAATTGATGATTATTTAGCTTTCTAATTG 
TTTGGATAGTCTTTTGGTAAGCAGTTATAGGTATTTACAAGTTTATGTC 
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ATAGCTATTTGTAAAAACTTGAACACATAAGCAGCAATTACAAAGACGTAGATTGTATGACAGTAAACCAAATCG 
ATTGACATTATAAATAGTAAAAAAAACTCTTTCATCAATTGATGGTTATCTAGATTTTGAAAACTGATTGATAGT 
TTCTCCCCCATTTGTAAAAAATTAAATTAACCTTGGAGAAGAAGAAGAAGAAGAAGGAGAAAAAAATCTCATTAA 
AAGACGAAGACAAAGAGAGAAATGTGCCACCACCACCACCAAAAGAGAAATCCA 

YGR034W_homolog 120aa PathoSeq: 1..120(SEQ ID NO 646) 

VSSSRSKARKAYFTASSVERRVLLSAPLSKELRQQYNVKSLPIRQNDEVLWRGSKKGSEGKVNSVYRLKFAIQV 
DKLQKEKSNGASVPINIHPSKWITKLHLDKDRKALIQRKGGKAE 

• YMR273C_homolog 935bp PathoSeq: 1..935 (SEQ ID NO 647) 

TCTTCTTCTTCGTCGTCGTCACGTTCCATCTGATCGCCATCCTCACTGCTCATATTTTGTTGCTCTAAATGTAAT 
GTATGATCAACTAAGTTGAGGTAGGCATACATAAAATTCGACAACAAAACTTGCTCTCTTAGTGAACGCTTAGGG 
TTAGCAAGTTTCAAGTGTGACAATCTATAAATGGCACGCTCAACATGAACTGGAAATCTGTAGTCAAGCATCACT 
AAAGTTGATTGAGATGGTGGTGGCAAGGGGAACCCAAAGGCTGAATCAGTAAACTCAATAGGCTGTCTTGGCCCTT 
GATGTAC GTTTTATTGATTTCTTCAACTTTTC TTGGATATCTAATTTCTCTTTATCTTC ATTCTTAGAC AAAAGA 
TCTTCCC CTTGGCTTGGTTTGACACTTTGC TC AGTTGC AAGAACCTCCTCTAC TACCTCTTTGTTTGTATC AGTA 
AGTTCAGTAGAAAGGTTCTTCTTTTGCATATTGTTrc 

TCAACTTTTAGCATCCCCAAATCTTTGTTATCATTGTTATTTTGAATAGGAGTTTCATCCTCATCAACAATAACT 
ATTGTGCTCTGAATGTTACGAGATCTTACATCTTCAACCAAGTCATCAGTACCAGAATCTAAAACATCGTCCTTC 
TCCCCAAGAGTGACAAAGTCGTCTTTGAGATGTTCAATGTTGAATTGATGTATCGGCGACGAGGTTACAGGGAAC 
TGTTCCTCCTGTTGCTCTTGACTCTCAACTCTTTCTGCCTTACGAGTGCCATTACTTTGTCGCAAATTCTCTTTC 
TCCTCGATCGTCTGCGATTCGTTTGACACTAAATTCAAAGGTCGAAGCTTTTCCTTATTCACTGAATTCTCTTGT 
TCTGACAATTTGGCCTTGATTTCTCTTGAATAACT 

YMR273C_homolog_l 98aa PathoSeq: 1..98(SEQ ID NO 648) 

IKRTSRANQPIEFTDSAFGFPLPPPSQSTLVMLDYRFPVHVERAIY 

LVDHTLHLEQQNMSSEDGDQMER 

YPR028W_homolog 3616bp PathoSeq: 1..3616(SEQ ID NO 649) 

ACGATATAATTG^GGGGAACAATATATTGGTTGAACTTGAAATTTGTGTTAGATGAGTGAGTTTTGATATAAAAG 

GGAGAGATATTGTAGAGATAATAAATTTCGTCACCTGGATAAGTAGAAGTTTATTCTATTTATATATCAAGCCTT 

TTTTTATCCGCGAAGATAAGCATTGAAGGCTATGGAGCGGATTTCGAAACATCTGATAAATCCAATGAGTTTGAC 

AACTAGTCTAGACTTGTTACTGCCATTTTGTTTTATTAGTCGTCACATCAAACAGTAAAGCAAGACATATATGTT 

AGCTTGATGGACTAATTGC AAATC AGCTC ATTAATTGAGTC AAACC CC ACGAC TACTAC AC AACGGAC AAC AAAA 

CTAATCAAAGCGAATAAAGCAAACAATGAATGGAAGAACACAGAAATAAAGATTGTGTAGTGAGAAAGAAAGAAG 

AGAAAAATGAGTTCTATTCCGCAGCAATGAAAGCAAAGAAGCAAAGGAAAAAAAAAATCTAATTCTAAGGA 

GAAGAAATTGTAAATTTAACACACACAACACAACACAACACAACTCCTAATAAATGAAATTTCTTCCTTAAACGT 

CACATTTTGAAATTTTCAATCAAACAACATTCAAAATTTTTTTCTTTTTATTTTTTCTTGCTCTT 

TTTCTTCTTCTTATTCAACCCCATTCTAGTATCTATTAGATATCAATTGTTATAATCTCAAATCATGTCTAGTTT 

CCAAGCTCAAGCTCAAAATTATTTATCTCAAATTGATAAAGT^ 

TCAACGACTTCATTCTTAACCACAGTTTTGTTATCTTTTAAATTTCTCAAGATAACAGACCTTTTTTCAAGTCTT 
TACGATATAAAATTCTTAAACCATCTACTAACGATTCCATTTCATAGTCTACTAAAAATTTCGGTGTTTTAGATC 
AATTTGAACAAAGATCCGGTTTACCAAGATCATATGCTGTTCTTGGTGCTGGTGGATTATATTTCTTTTTAATCT 
TGTTGAATTTCGGTGGTATTGGTCAACTTTTATCCAATATTGCTGGCTTTGTCATTCCAGGTTATTATTCACTTG 
TTGCCTTGAAAACCACTACTAAAGATGATGACACCAAATTATTGACTTATTGGGTTGTATTTGCATTTATTAATG 
TCATTGAATTCTGGTCAAACACCATCTTATACTATGTCCCATTCTACTATCTTATCAAAACTGGATTCCTTATCT 
ATCTTTCCTCATTTGGTGGTTCTACTTTGGTTTACAATAGTGTTATCAAACCACTTTCTGATAAATATGTCAAAG 
TTGAAAACCC AATTGC TAGC AAAATTCAAGAAAC CGC TGAAGGTGTTTCTAC TGGTGTCC AC TATTAAGTTAAAC 
CATTTTCTTGAAATGTTGTAATAGAGAATACTAGTGTAGCAATATTTTCTGAATTTGTATTATATATATATATAC 
TTTATTTATGCAATTTTTTGAACTAAATATATACTTGATATATACAGAAAGAATTCATTTATTTCATTCATTGTG 
AACATATACACATTCAACATCTTCCAATCCAGTTAATGCCAATAATTTGATCTTCTTATGTTTGATGAATTTATT 
CTTAACAATGAATTTTTGTAATTTTGAATTCCATTTGAGTTTACGATAGTATGGAGTTAATTTTGCTAATGTGGG 
ATACACTTTTAGTTGAACAGTTTTACCATTGGCTACCGGACAGGCATACATTATTGATAAACTTGACGTAATATC 
AAACTCTGGTGATATACGAGCTCCAGTTAATAATCCAACCATATAATAAAATCCAGCATATAAAGACAATGCCAT 
ATTGTATTCTACAGCAAGCTTCTTAAGCATTGACCAAGTATAAGCTAAATCTCCATGAGCGTATTTGTTGTCTAC 
GGTTTCATGAGTCATAACAATAATCTCTGCTTGGCGATTCATTTCATAACTGACATTTTCTGTATAAAACTCAAT 
CCAATTCAATGGGATAGTATTGTTAAAGTGGTTTTCGGAGCTCGATTCATTATCGTCGGGGATTAAATAATGGGT 
TGTGTCTAATAATTGAATAATCTGTGTTGGAATTGACGTTGCAAAAATTTGCGATAATTTTGGTTGCAAAGTTTG 
CAAATTATCAAAATAAAAAAATTGTGATGCAAGTAAAGTTGAATCATCTTGATAAGAAACACCTTCAATTGGGGT 
GATCTCCATAGAGGCATTACTGACAATGAGCAACAATAAGAGTAGTGATTGCATGGTTTAAATAAAACAATTGCC 
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AAAAAAAACATATTTCATGGTGTGAGTATCGTAGTTTTACCACAGCAAAAAGAGACCTCATACACAACAAGAACT 
TCTTTCTTAAAC AATATGATTTAGAC TAGAATAATAAACAAAGAGAAGAAC CC AATC AAGTAGGTAAC AAGTCAT 
GAAAGACTAAGAGGACCGACCAATGAATAATCACAAATAATGGATTACTCGATATCAATTCTTTAGAACTTCATT 
CATATATCAATTTTTACCCAGTGATGCAGAAGTCCTTACATAACTATAACCAAAAATAATATCACAAGCAGGATT 
CATAACCCGGGATGAAAATATACCCGTTAGATCTGCCAAACAAATTAATAATAATCCATTTGATGTATTTTAATT 
TGCATCCTTTATCTTTTAGGCATTCTGGCTTGATGGAACCAAAAAAAAAAACTCAATCAAACCTATTAATGTCCA 
ATAATCTAGGTTATGATTGACGAGTAGATGAATCAAGGTCGTGTCCGTCGCGTACAAAAAGAAAAAGAAGTTGAA 
GAAATTTTAGTTTTAAAGTTGTAGAATTTCAGAACTCTAAGAAGTCATTCTTTAAAACAAGTTGTACAGCCACTC 
TCGAGAGAGAAAAAGATAAGATACAAGATTTCAATAGAAACATAATGATGTCATTTAATGTAAGCCTATTTCCAT 
TATGCTGGGATTAAATTAAGTGAAAAACAATCTTACTGGAAAAAGAAAAAAAAAAGAAATGAGAAGATATAAATA 
CGGCTGGGGGGTAGAAAAATAAGAAATCCCGAAGGTTGCTGTCTCTCACTATGGTCGTGCGCCACTTACCAAGGA 
ACGAAAATCGTGACAATTTATTTTTCCAGTTGCTTGCAATTTCAGTTACAACACTAGTAGTCAATGATATGTACG 
ATTATGTAAAGGACATTAATGTTCGTCTGTCTGTTGCTAAATCAGTTTAGGTCTTTA^ 

ACATGCTAATTTCAATTGGGATTTTAGTATCTCACTATTACCATTTGCAGCATAAATAGCAACTTTAATCGATTA 
AACGAGGCTGGAAAGACAATTAGGGAGGAGAAAATATGCAGATTCCACAGAGAGAATACATTTAGAGTGATGAAT 
TCCAACAAATTAGACGAATGGAAAGTGAAAAAAAAGGGCAAGAAAAAGAGAGCAAATACCAAAATGAGCAATATT 
GAGAAGTTTGTGGCGATGCGAATGGTAGCAGTTAATCTGCAAGTTTCGTGTAATTCATTGGATCATTGTTGTGTC 
AGGGGGGGTGGGATAC 

YPR028W_homolog 149aa PathoSeq: 1..149{SEQ ID NO 650) 

VLDQFEQRSGLPRSYAVLGAGGLYFFLILLNFGGIGQLLSNIAGFVIPGYYSLVALKTTTKDDDTKLLTYWVVFA 
FINVIEFWSNTILY^PFYYLIKTGFLIYLSSFGGSTLVYNSVIKPLSDKYVKVENPIASKIQETAEGVSTGVH 

YFR033C_homolog 24142bp PathoSeq: 1..24142(SEQ ID NO 651) 

GAGGAAGGGGAAAC AATTTATTGGGG AGGATGAAAGGTTAGCCCCTAAAAACCC CC AC AGTGGGGGTTC C AAAAT 
TTTGGCACCCTCCATCTTGGAAAAAAAAGGTTATCCACCTGCTTCCAAGTAAGAAACATTTTCCAATTGGTACAA 
TTGATAGACAGGAAACTTATAACTGATCTCTTGTGAATATTCAAAA 

ACTTAATCCAGCTTAGTATCATATATTTTAATCTTATTTAATTTAACGTTACTACTACCACCACTTCGATTTCCT 

CGAACTACATATTCAGAACACACAATATCAATAATAGAATGTCATTTTTCAGAGATTTATTAGAATCAGTTGTTC 

CAACTGCTTATGCTGAAGAAGTATGTATTATGAGCTTATTCATTATTTTTTTTTGAACATGTAACTGTCGTTTTA 

GATGGTTTATCTTTGCAAGCAATTTCAGTTATACTAACGTTACATTATATTTTTTTTTGTTTAGCCAGTTGAAGA 

CGTAGAAGTTGAACAACCAGAAGATGCTCCAGAAGAAGAAGTTTCCGAAGAAACTGTTGAAGAAGAA 

TGATGAAGATGATGATGAAGATGATGAAGAAGAAGAAGAAACTGCTGACCCATTGGATACTTTGCGTGAAGAATG 

TACCAAGACCGCTGCTTGTAAGCCATTTGATCACCATTTCCACGAGTGTATTGAGAGAGTCACCAAAGAACAAGA 

AGAACCAGATTATGAACACAAACACTACAAAGAAGATTGTATTGAAGAGTTTTTCCATTTGCAACACTGTGTAAA 

CGATTGTGTTGCCCCAAGATTATTCAACAGATTGAAGTAAATTAGATGAGAGATAGTATAACTACTGTGGGGGAT 

AAAACGTTTTTTGCTTTGAAAATAATAAGGACATAATTTCAATACGTCATATTCAATTTCAACTGGTTCACTTAT 

TAGTATTAAGTTCCACAATCCCTGTCTTTAATGACCTTTTTCATTGCATTTTGCCCCATTTCCTACACTGCTGTC 

TAATATCTGGTTG AATGAAAAAACTGAAAAATTTAGAAAAAATAACTATAC ATATAAC CTTCTTC CC ATTTGTC A 

ACATCTTACTAGTCTGCCAATTTAGGATGTATATACTTCCGACAACGAAGTTTTATAAATGAGTGTATTTTCCAA 

TGTATTCATATATATAATTAAAAAAAACTATTGTTATAACTCGTACTCTGGAGATAGAATGTTTGATCTAGTCTG 

TAGTTG ATC AC GTGCATTTCTC AGCAATTGCC GATTAATTCTACGTATAATGC AACTTCTGACGAGC C TC ACTTT 

GACCAACTCAAAGAACATTCTCGAAATATTAATAAAAAAAACTACCTGATTAGAAATATCCTTAGTTTAGAAAGT 

GATTGGAGAGAAAATATGTAAGTGAAAAGACCACACAAAGATGTATAGTAAACCCCCTTCTAGAAGGAAATTTGT 

AAAGTATATGAAAGTTGGCAAGATTTATTCTACAAACCCATTCTGATGGCTCAATTCAACTATTGGATGGATGTG 

TACATGTGTTAGCTTGATTTAGCCGTTAATAGTAAGTTGTAAGAATAATAATAATAAAGAAATCATCCGCCTCGA 

AATGC AT AAAAT ATGAATGAAAGAAAAGCCGAGAATTTCC TAACTGCAAAAGAAGAAC GAGGTGAGTGAGAAATT 

TAGGCCAATTTGGAAAGCTCGACAACTTTAAATATTGCATATGCGCTTTGCATATTTCCGGTATATAAACCTATA 

TTGTGCATAAATTGTGCATATTTTATGCATGATTGTAGCAAGACTTACACATAGCAAAGAAGATTTTGGCCAGTA 

AAAAGGCTCTATTTTCTGACAATTTTTTAGACAAAATATAAGTTTCCTATTTAGTACTAAGTATACTTTAAGTAT 

TTTTCAGACAAAGAATCTTATCTCACGTGCTAAGTGTTTGAAATCACTTTAAAGTCTTCAATTATTCACATAAAT 

AACCACTTTTTAATAAAAAATAAGCTCATATTAATACTTGAGACCCCTATATTACCCCTAGTCTTGTTTTTACTT 

ACAAAATAGTGCTTTTTTAGAAGTTCTCTACTTTTTTGCAAACTTTCGCAGTAAAATGGGTATAAATATTGTCAA 

AAAC ATTTTTAAAATACTAATCTTAC TATTTTAAC CTTAATCAACTTT ATGAAAAC AC TC AAAATTGGTATTAAA 

TGATAGCTCCATGTATCTGGTATACATACTACTACCAATTTTGAACAATAGAAGTCATTATCTACTGTAAAAGTG 

TGTTTTATTGAGCTGTTTTATAGGGTATTATTACTACTTAATACTGTGGATAGATGATTTGAACAAAGTACACAC 

CACCAAAAAAACAAATATGCAAGATGACTTAAGCAAAATTTGTTAGGGAATTCTCACTTTTCTACTAACAATTCA 

GCCTATAGGAGCAGGGAAAAAATTGTACAAAATCTACCAAAGAGAGCTCTGACATTTTCAGAGACCCAATAAAAA 

TTCGAG7WUVTACTATGGTACATCCGACAAAAAGTTGTTAATAGTTAGGATCTCGCGTTTGTTTACTTTTCTATAT 

AAAC AAAC ACC AC TTTAT AAGAAAC C AC AAC AAATACTTAAAAATTTTTTTATTAAGTAAAGTCTTTAAAAATCC 
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TAAGATATTTTGTTAGTAATAGTTGACTTGTAAGCTTTATAGAGGTCATTTTTATAAGTATTTACTATTAGAAAT 
AATCAATATTAAGTGTAAACTTAAATTTCCTATTCATTTGACTCTACTTAGTGTATATACTAGGCAATTTAAGCT 
ATATAAGGTGATAATTCTTAGTACATTATAAGTAAAACAATCAAGTATTCAATACTTTAACATTTGACTCATTTC 
TTTTCAAATACTCAGCAAAAGATGCAATCAGATCGTCGTTGTTGAACATTCTGTAGTACTTAGCTTAAAATAAAC 
CCATCAAAACCACTTTAAACCAATCTTGAGCACAACAATTTGTTTATTTAAGCTTAATCAACACCTTTTAGCTAA 
GTTTTCACCTTCAAATACCTTCTGCATTGGCAATCACTATTGTC 

CTAGCTC TTGGATAGCTGTTAGACC TTATC AAGCACC ATATACTTTATTTTTTTGATCTTGGCCCAAATATATCA 

GC AAAAAAC AACCAAAAAACAACCTCATGTCCACAAACGATGCTTATTTTAATTTC TAGCACCACAATCTTCCC G 

AAAAACCAGCTATTCTAACATU^TTGTTAGGCTTTCTTTCCAAAAAACTCAATCAAACCACCAAAAAATACGTTGA 

ACACCGATTCTTGTTAATTATTATTCAATTGGGATCTCTAATAACATCAAATTTGTTTTGAAAAAGCATAAAAAG 

GATAAATTTCTGGGATTATACCTTATTTTAAGGAAAAATCAGCTTCAAAATACAAAAGATGTTAGTAATCTAGTT 

TTTAAAATCAGATAATATGGCCCATAGGCATTCTAAATAATTGAATTGATACTCACCATTCATTTTTAACA 

TTATAAAAGAAAAGACTTGGAAAGTCACATTTGTTGTTGTTTTGTTGAAAAAGAAAGAAAAAAAAGTGGTGGGAA 

TATGGAAAAATTTTGTTTTGGGTGGATTTGTTTGTTTATAGTTCGTTGGACGCGAGATTTTGTCGG 

TTTCTGACGAAAAATATTTGACCAAAAAAGACAGAAAAATATGGGTGTACAAAACCAAATTTATGCACACAAAAT 

TAAATTAGTAGGTAGTACAAAAAGAGTTGTCGAGAAATCCAAATTACTCTCGAAATTTATTGTGGTCAATTAATT 

GTACACCATCACACTACTTTTACTTATTATCTGTCATTCTTTCTTATTATTAACTTTTAGTGTTCCGCACCACCA 

CCACCACCACAACCAACAGCCAACAACAACCAACAATCAACAAGAACAAGAACCACCACCGGACCACTCAACTCA 

CTCGCACTCCTCGAATTCTTTTTTCTTTTTTTTTC 

CTATTATCATTCGAATCTTCTTAATCAATTGTTTGAATTTGAACT^ 

GAATTTAATCAATCAATCAATCAATATTGAAATCCCTTAACTGAAATCAAAGGTGAAAATTAACTGAAATAACAA 

AGCAAAGCACTTTTTATAAAAAAAAAAAACTCCATTGTACATATAATTAGTCTTGATTTCTTTGAAAA^ 

AACGAAATC TAATTAC TC AAAAGC AAAGTATTAATTAATC ATGTCTACTTCTGAAGAAACTAAAGTCACCAAACC 

AGTCATTGAAGACAGAATCTACGTTGGTAATGTTGATTTCAAAGCCACTGAAGATGAATTGAAAGAATTATTTCA 

AGATTTAAAAGTCACTGAGGTTGAAATCCCATTCAAGGAGAATACTCGTGGCGATAAAGTTTTCAAAAGACATTT 

AGGATTTGCCTTTGTTCAATTTGAAAATAAGGATGATGCTGATAAGGCCATTGCCACTTATAATGGTCAAAAATT 

CCAAAGAAGAAACATTTTCATCAAAAAGGCTGTTCCACCACCAACTGAAGAAGAAAAAAAGGAAAGAGTTGAAGC 

TTTCAAAGCCAAAAGAGAAGAAATCAAAAAGGTAAAAGAACAAAAGAAGGCTGAAGCTAAAAAGAAGAGAGAAG 

GGCTACTGCTGACGCTGCTACTACTGCTAATGGTGAATCTGCTACCACTGATTCTACACCAGCTATCCCCGATGG 

AACTC CTTCCAAGGATAC C ATTTTTATC ACCAACTTGGATTACAAAGTTAACGTTAAAACTTTGAACAGTTTATT 

CAAGGAATTGAAACCAAAATGGATCCATGTTCCATCTAGAAGAGTTCCTTATAATAGAAGAGGCCGTGGTGGCAA 

GTTTAGAAAACCATTCAACAAGGGTATTGCATTTGTCAAGTTTTCTAATGAAGAAACCCAAAAGCAAGCTGTTGC 

TGAATTTAACGGTAAAGAAGTTAATGGCAGAGAAATTATTGTTGATATTGCTATTGACTCCAGAATTCCAAAAGA 

AGGGTCAACTGAAGAAGATGTTGATGATGAAGAAAATGCTGAAGCAAATAGCAATGGTAACTAAAACAATTAAGT 

TAAATAAAAACTTATAACCATTAGGCTTCTTATTCTTGTTTTGTTATAATTATGCTATGTTGTTGTCTTGCATTT 

TTACATTTTCCTAATGGK5ATGTGTCGTTCATATTGTCATTATTATTAGTATGTTGTTTCCTTTTTTTTTCCTTTT 

GTTTGCCATTTGGTTATTATTGCTGTGTGTGTAGTATGTGTATATATATAGCCTTGTGATGTTTTCCATTTGTTT 

GTTTTGGGCATTGCTGTATACGATAAATAAGGAGTTCTTAATTGAATTTTTTTCTTTATTTATATATAATGGTTA 

TATAGAGATTGCCAAAAACAAAAGCAGAAACAAAAGTACAAACCAGTTTTTAGTGTACATCTCTGTGX3TTTTCAT 

GAATCATGTACAAAGCATAAATTGACAATGCAAAGTAGTTTGTAAAAAGTAAGACTACTAATATGGTAGTTCGTA 

AGTGACTACTAATATGGTACAGACTCAATTATATTCTCATAATCGAAAAAAAAAAATAAGCTGTGAGAAATTCAA 

ACTTACACCAAGAAGTTACACTTTGTTTTACCGTTCCTATTATCTGTTGCTTGTGTTGCCCAGTATGAGTTAAGA 

ATGAAATTGTTTCCAGGTTCAGCTCAATTATTTACTTATTCAGTATAGTTGTGTTGGAGATGAAGGTTTACAAGC 

TTAGATATGTTGAGGGTAACTAGATTATTTTTGAGCATTTTTTGAAAAAATTTACCAGTAAATATACTACTCTCA 

AAAGCATAGCCAATTACCAGGTACGCAGAAGTAGACACAAACTTATTGGAAGCA7VACTCAAATTACTGG7WVATAA 

TGACATTCATTAAATTTCACCATCTTCATTGAAAAAAAGAAACCATGAATTCTATTATGCTATTAAACCGACCTA 

AC AGTT ATAGTAAAC ATTCC AAACAAAAGAAG ATTGAAAGGGTC ATATTTC CCGTGTTGTTTTC TG GTTCAATTA 

GAACAAATATGGATATACAAAACCAATACCTGGACACGGAAATATTGGATTCATTGAAAAAAGTTCATTTATTTA 

CTGGAAAAGAAAATCAAAATAAATTTAGCAATTTAGACACAGTTATTACTGAAGGTGGTGGTAATTTATCTCATG 

GTGAAAGACAATTAGTTTGTTTGGCAAGATCATTATTAAGGAATACGAAAATCATTTTGTTAGATGAAGCAATCT 

CC TCAATTGACTACAATAC AGATTAC ATACTCTAAC AAAGTTTAAGAGAAC AC TTTAATAATCTGAAC ATTTTAA 

CTATTGCTCATAGACTTAGAACTATCATTGATTATGATAAAATTTTAGTCTTGGATGCTGGTAAAGTAGTAGAGT 

ATGATAATCCATATGTATTAATTACAAACACGGATTCATTATTTTACAGAATGTGTGAAAATAGTAGTGAATTGG 

AAAGTTTGATTAAATTAGCAAAAGAAGCTTATGTGTAGACATTTATGTATATTTAGTACATAATATTATAATAAT 

AATACAATTGTTCATCATTTATTTTTTGACCAATGATTCTTCCATAGCATCAATCGAAGTTTCAATTTCATCCAT 

TGGAATTCCACAGCTTAACGAAATTAATTTGCAATATTTATATAGCTTATCAGTACTTGGATACGTATCGATGAT 

GGTTTTAGCATTTGGATTTTCCGGTAAAGGAACATTTTTGGTTAATTTAGAAATCTCATCCACAAGTTTCTTTCT 

TTTGATTATTTCCACTTGTAGTTGCTTGGCTAACTCTAATTGTTCGTGCACATTGCCTTGTTGGTGGGTTTGATC 

AATTACAAAAGACGAAGCGTCCAACACCTTTTCGTGTAATCTTTCCTTTGTCATTCGATAACTATGTTCAACTTT 

ATCTAATTCATCCTGTTGATGCAACTCCTGATATGTCAAATCGTTCATCAACCGGTATATTTCTTCTTGGAGAAT 
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ATGATCACGTTTAAAATCTAGATGCAAATCATTGCCATGAACTGAAGTAGGATCATCATCATCTGTTACCTGCTG 
CTGCTGTTGCTGACTATCATCTTTATTTTGTTCCAATTCTTCAATCAAATGATCCAATTTAAAAAACGACAATAT 
CTTTCTTTGTGATTCGAGTTTGATTTGATTAATCTGGCTCAACACTTTGAAATACTTTAATATCACTTCGTCTTT 
CTCACTCAATTCTGAATCAATGGCATAAGCTAATTGTGTCATTTTTTCTGTAAGGAGGTTGGCAGTGGTATTTTG 
CAAATTGATGGCCATTTTGGAATTGTGAAGTTGGGTCTCAAATGATTGGTTTTCGTTTGTGTAATCTTCCATAAT 
GTCTTCGTCACCATCACTATTGTTACTTTGATCATGTTCCACAGGATCCAATCTGAGTACGTAATTATGTGATGC 
CAAATAGTCTTCAACGGTACAAGAGACCAAGTTTCTTAATCCAAAATTAATAAATCGGTGGTAATTGATAAATAC 
TTTAATACATTTTTTGTTCAAGTTGTGGGCAGCAATATGAAAGGCAGTGTTACCATCTGAATCTTGGTGGTTTAT 
AAATTTGGTGACAAGCTCATCCTTTGTTAAGTCATCTTCCATTGCG 

CTCATCGACAATCTTTTCCAATAATGATTCTAAGTAGTACTGAGCAAATTTTTCCCGTTTGTGCTTGCTATCCGT 
GTCC ACTATATGATGC AAAACGGTTTTGC CATTGGAGTCC ACC AATAATACTGATTCC TTCAAT AAGTCTAGAAT 
TAGTGGGAAGTTTCTTAATTGGAAAGAATTGTTGAATTTAACCATAAACATTAAAGGTGTTTCGCCATTGTTATT 
TCTCACATCTGGATTTAAGGAGTGGGTAAATGTTTTCAACAAAAACTCAACCATGTT^ 

TGCCCAGTGGAAAATCGTATTCCCGTCACTGTCAATTGTTTGATATATATGGATTTTAGACAAGGGTAGTGGAGG 
ACTAAGTAATGAATCTGGTATCGGCGATCGTATTTTATTATTC 

GTAGTCTGAATATATTTGATTTTCCTGAGATAAAGATATGCTTGGTTGATGATACGGCTGCAACGGCAGGTAGTG 
GTTATGTTGTTGATTTGCC CGTTTTTCAAAAGATGTTC TTGAAACTCCAAATAATTCCTTTGACGTTAAAAGATC 
TGCCTGCGACTCTAATCCATTTCCATTAGTCATTCCGCCAGGGTACTTTCTCCTTTTTGTTGTAAATGAATCGTT 
TTGGAGGCCATCACCTCTACTACCATTATGATATTCCTCGTCATCGTCTGTTTCTACAGATGCTAGGTCTTCCTG 
TCGAAGATTCATATTGTTGGTCATTATCTGTAACGCATCTTGCTCTGTATCGTTTCTTGCAAATGAAGGTACCAC 
ACCAATAAATGAGCTCTTGGCACTATGATCATTTGCATTAAAG 

TGAACGTTGTAAGGAAGGAGTTGCACTCAATGTGGCACGTTTTGGTCTACCTCTCTTTTTCGGCACCGTGGTAGG 
TGGCACAGAAGTGCTGCTGCCAAAACTAGTATCTGACAAAGTTGGCTGCACTTGCTTTTCCTTTTGCTTTTTCAA 
TAACAGTGCTTGTCGTTTGGCTACATTCAAAGCGGATGCATGATTGTGTTTTGGAGCAGGTGGGGGCACTTCTGT 
TTGTCCTTCAATATATTGAAACTCAAAGATGGGTTTTAAAACGTCATAAACACCAAAGTTTCTGGCAATTGCTGC 
TC CTAAATC TAGGGGAACATAGGTCCCCTGATACTTTCCGTAC CC ACCTTGAACC TTTTCGTGAATCCC AGTTTG 
AACGTCTTTTTCCAAAATCCTTGTCCGTTTAGCCTTTGGAAACTTAGCAATCTTCAAAATATGTGTGGCATTTAT 
CCAAGAGTCCTTTTTGCGTCTCATTATTGGTCCTTCCAGAGTGACAAACTCAAATGCGGGGACATTTGAATATGT 
TGCTGAATAAATTTGAGAGTCTGACATCTAGTGTTTAGAAAGTGTTATTGATGTGATGGGTTGATAAATGAAATG 
AGCGAATGCTTTTTGTTTCCTCCCTAAACTGTTGCTTGTTGTTGTTGTTGATGTTGGCTTATTACTAAATGTAAT 
AGAAATAAGGGATGAGGGTAGGCGGTGAGGGTGTCAAATACTTATGCCTTAAATCTACTAGAAACACAAGTCAAT 
TGTGATTAATATATGTTGATGTTAATTGTATCAATTGTATTAATGTAATTATGAACTTTTCGGTGTCGTTCTATT 
TTTTTTTTTCTCGCTCGTTCTC TCTCGC TCTATCTGTCTCTCTGTCTGTGTATTGATAATATTTTGGAATAAAAT 
TGTTAAACTTTCAAATTAAATGTAATTAGAGTATTTCAAATGGTGTTGTTTTTTTTTAAGACATTTAATGAACGA 
GTTTTTCTTTTTTTTTCTCTTTTCTCACTTTTCTTCTTCCTCCCCCCTCCAACTTTGAAC 

GTTGCCCTTAGTATGTTTTCCTTTTTTTCTTTGTTCTCTTGCTCCCCTGCCCAACTTGTTTAACTTATCCATT^ 
TATCTACAATTAATAAGATGATAATATTGATTATAAACAGTTCTATATAATAAATATTTTACCCATACCATGCCC 
CTAATTTCACCCAAATAGCACTTTAAACAATCTATAAAACACTACACTAATCAATATTAGTAACAGAACTCCTAT 
ATAAGCAATGTATTTGCCAAGATACTCCATTGCACTTTTGCTTTTATTGGGTGAATCCTCTGATAAAGGTATTGT 
TAC AAC ATGCTC AGC AGCTTGATAGCAAATTCTTC TTCTCGATATAATCTC AC AATC TC TTGGTGGTAC ATCTCT 
TTTCAAAATACCCTTGCCTAACAATATACTTGTGTACAGTGTCAATGACGCATCAAATGCCAAGAAAAAAGTTTC 
TAGAAAGATGGACTCTCTTTCTATACCACTCGTAACTTTTTCAACTCTTCTCACATTTTCAAACGTACTTTCGTC 
AAATGTGACAATCTCGCCTCGGGCCATTTTGTCGACTGGGAAGGTTAATTTTAAAAACTGTTCGATTTTGGCAAA 
TGAATCAAGAATAGATTTGGTTCTTACAACAAGTGAAGGAATCAACAACTTTTTGAGATTATCATAATGATTGAA 
AAACAATTCAATACATGACAAACTTTTATAGACCGTTTCAAAGGCTTGGGTTGCAACGTCAATAATCAATAATGC 
TGAAGGAACAATATCTCCTTCGTATGTTTTATCCTCCCAGTTGGAATTGAACTTCTTGTATTCATGCATAGTAGT 
GTATTGTC C AAAG ATATC ATTAAAATC ATGCTCTAATTTC AAT AAATTTAGTTTTGAC TTGTTGGCC ATTAACGT 
TACATCGTCATAATGGGGGATTTTCCTCAAGAAGGTAGCATATATGGTGATGATATCCAGATACAAGTGGACTAG 
ATTTTTCAAATTTATAATGGATCTAAAAACTGCATTATTTAGACAATATTTGAATATCTCGGGGTGTGTGATTAA 
AAGTTGTTTGTCAGATTCCAAAAGATTGGAATCTAAAGTTATTCTTCTATCTCCTATTGTGTATGGCATGCAATT 
AATACAACAAATAAATAATAAAAAAAAAATAAAGATTGGTGAAAATGCTAAAACTTAAATGCTAGTAAAAAGGTA 
CAATAATATAGTTGAATTCAATTCGTTGATATCTATCCCTGTGTGTGTGTATGTACGTATTTTTATTGGATGGTC 
CACCAGAGATAGCTTTTTTTTTAACAAGACCAAAAAGTAGTAATAGTAATTAGTAACAGATGAACTTTGAGACGA 
AATGGTGCAGTGAAGTGAAGGGAACCAAAAAAAAAATAACGATGAGAGTAAATGTCGCATACACGGCATGATGTC 
GTTGTGACATTTTTGTTTGCCTCTTTCAAAAACAAAATTTCAATTGCTACACGTAATTAAGTTGTGTCATGTTAT 
TATTATTCTCCGATTACTATCTTTAGTTTTCTTTTTCTTTATCAGAAAGCAACCATTAAGAAATAAATATCATTT 

GGGAGTTTTCAGTATCTTTGGCTCCAAAGAGTCTTTCGACCCG/U^TGTGTTCGAAAAGGAATTGACTTCAAT^C 
AGAGAAAATCAATACCAACAAACAACAAATTAGCAAGTTACAACAGCGTCAAAAATACGTAAGAAGATCCTTGTC 
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AAGATATTTTATCATCATCTATCTCTGTATTTTTGGGTATTGTTATGCCACCATTCCTTCAAGTACTATCGGTAA 

AGTGTTGACTTTAAGGGC AGTC TCGTAC ATTTTCCAATTTTTCATC AATAATAAACAGAGC TATTTAAAGAGCCT 

ACAGAACAAGCACAAGGAAAAGATCGAAGAATTGAAAAAGATTACCAACTTTAACAAAACGAATGAGTTGATCAA 

TAAATATGGAAATGAAAAGCAACCACAGGTTTCTTTACAGAAACAAGAGCCTCAACCAATTTCAAATCAAAAACA 

ACAAGATCATTTGAGAAACAGACATAATAAGCTGGGAAATCTCCGAGATCAGGCTATGAAAGAATTGAACTTGCC 

AGAGGACAAACAATTACTGTCACAGCAAAAGGGGCAACTTCCAAATACAAAGCAAGCTCCTATTCCAGCAATTCC 

ACAACAGCCAGCTCAAAGAACGATTCAAGACAGATTATTGGATATATTAATAGGTTCAGATAATAGCGAATCTGT 

CGAAAATAGATATGCTTTCATTTGTTTCCACTGTTTTGCTCACAACGGACTAGCACCGCCACATACTGAAGATCC 

AGCAGATGTTAAGTTTCAATGTTGGAAATGTGGTGCAATGAATGGTAAAGGCATGTTATTCGAACAGCCAGATAT 

GAAGTTTGACTCTTCAAAGAATTCATCTTCTGAGTTGATAAACTTGGAGGTTAAAGAAAAAGAAAGTGGAAATTT 

AGATCATCCAGGCACAGAGAATGAAGAAZ^AGGAAGAGAGTACAAAGAAGTTGCAATAATGAGGTATACAGATAAA 

TATATACATATATCATATTAGCTAGTCAATATACACACGTATTATCTAAGACAAATCCATAATAGCGTTGACCAT 

GTCACCGTCGTGATTTCTTAAAGCCTTGACAGCCTTGGCTCTAGAAACTTGGGTTTGTTCAACAACAATTTCAAT 

ATCTTTTGGATCCAAACCAGTTTCGTCAATCTCACCTTCGTCTTCTTCTTCGTCTTCAGCTTTCTTGTCACCCAA 

AGAAGCCTTTTCTAAATCAGCAGTAATAGCTTCTGGTGATTTGTCTTCGGTTTTACCGGCATCAGCAGCAGCTTT 

TTGTAAAGCTTCTTGTTGAGCTTGTTGAGCTTGAGCTTCAGCAATTCTTTGGTTCATGTCATCAACTTTAG 

ACCAAAGACAACATAAGTACCAGCAGCAGATCTGTAGACATCCGGGGAATCAATGGCATAAATCAAGTTTCCTCT 

TTGTTTGAAAGTGACTCTGGAAATACCTTTGATTTGCTTCAAGTTTAACTTCTTGATCAATTCTCTAGCTTTCTT 

TTCGTTTTTTGGAATGACATTAACGTCAGCACCTTGTGGGATTTCTTCGATAGACATAGTTATAGTTATTTAAGT 

GGTTTGTTCGTC GACAACAATTGAGAAATGAAGCAAAATTTGGGTGGTGTC GTTGAGCCCTAAAAAAAAATGAAA 
ATTTTTCTTTTTCACCTCAAACATATTTACCCGGTAAACCTACCCTCATCAGAGCACTATAAATAGACCATCTCA 
TTATC AAAATTTTTTTTTCTGTTTTTCCCCTTCTTTTTTCTTTTCTC TGTC GACGTAC TTC ATAGGATC ATTTCT 
ATAGGTCACGTCCCTCTTTGACTCTTCAAAAGAGCCACTGAATCCAACTTGGTTGATGAGTGAGATTACCCTTGT 
ACCCTCAAAGTGAGAAATAACATGAAATTTTTGCTTGACTGTGATTCTTTGCAATCTGGTCATCTACTTATAATG 
TTTTGCCTTTGACTTGATGCTAGCCTTTCTTTTTTGAAGGTAATGCAGCTATTATAAAGGAGCGATGATCTTTAC 
CCTTTTCATTGTGCCTTCTAGGAGGATTTTGAATTGGGTGGGTACAAGTGGCTGTCTGACAAGTTACAAAATTAA 
ATAGACCTATTAATAATATACAAAATTATTACTATACATAACTTTCTACAAATGTAAATTTGAGCTTCTCAACAA 
GCGAAGCCAAAAGGTATC CTTGTTTAATCAAAC ACATTTTGTC ATC GTTTGAC AAACC C AGATTGGAAAATTTTT 
CATATCCAAATAACTGGTATCAAAAACAGGCATCTTAATACAGATCACAATTGCTAGAGATGAATATCTCAATTT 
TAAACTTTATTAATTATCCTGGATATTCTGTAAAGCAGAGAGAAAGAGGGGGGAACTATTTGTTTCGTTATGGTG 
ATAACGTTTGTTCGTTAGAAAGCAGCAAATTGATAATTCCGTGCAATTTCCATTATTCCGCTGGGCGCGGAATAG 
GGAATAGCTTCCAATATACTTGGACAGAAAACTTTTCCGCCTCAGAGAAATCGCAAATACTGTCTCCAAGTTCGT 
ATAGCTCAAACCATCGTTTGTTTTGATAATTCGTAGTGGCAATCCCATGATCATACTTGGTAAACGTTTTGAATA 
GCTGTAAACTTAATTTGGCTTCCATGCTCAAGTGTTTCAATCGTCGAATCAAACCCCATGTTTCTATGATGCACT 
GCACAATATCTTAAAATC^AAACCCAAAGATTTTTACATGATGAAAATCCCCATTTACTCAAAATATGATCTAAA 
AAAGTTTATCATTGGTCAAACTGGGGTAATGGACAATTATCTTATCTATATTAGCACCGATAGAAACTAAAATAA 
CCCAC CTGAATGTAGAC AAGAATAAGGAAAAAGTATATAATAAC AAGCCCAACCTCCC ATAACCTC TTTTTAC AA 
AGTCGATTTTATTCATTTCAACTTCTCCAAAATGAAAAGTGAAAAAGATTCTGAAATTCAAGGTATCAACATAGA 
ACCTATTGTTTCTTTTACTAAGGAAGACCTTCAACTTGACAAATCCCATGTGTTGACCACTGTTATTTCTCCTTC 
CGGTAAGGAAGTCGC CATTACCAATGATGTTGACC AAGTTATGC AATTTGTCC TCGACC AC C AAAATAC AAAGGT 
CGTATTAGACGAAGCCACTGACAAAAAACTCCTTAGAAAAATCGACATGTATATGCTACCAGTGATGTGGTTAAT 
ATAATGGTTCCAGTTTATGGATAAACTGTCAACTAGTTATGCATCAATATTAGGGTTAAGAGAGGATTTGAATAT 
GGTGGGTGACATGTATAGTTGGATCGCTACGGCATTTTACTTGGGGTATCTTGCCTTTGAGTTTCCTGCATCAAT 
GCTTTTACAACGGTTCCCTGTGGCCAAGACAGTGTCAGTATTCATTATAGTATGGGGAATTATTTTATGTTTGCA 
TTCGGTTCCCCAGTACCCAGGGTTTATTGCTTTGAGAACTATTTTGGGAATGTTGGAGCTGAGTGTGACACCTGC 
CTTCACTATTATCACCTCTCAATGGTATAAAAAAGAGGAACAATTTCTAAGAACTTCGTGGTGGTTTGCATTTAA 
TGGGATAGGAACTATTCTTGGTCTGGCAATAGCCTATGGATTATATCAAAACGATGGAAACTATTCTTTACCAAC 
TTGGAAACTTGTATTTATAGTTACAGGCTGTTTAACCATCTTCTTGGGATTTGTCGTCTTGATACATATTCCTGA 
TACCCCAACACAAGCATGGTTCTTGACAGATGAGGAAAAATTGTTGGTCGTGGAACGTATTAGAACTAACCAACA 
AGGGTTTGGCAACACTCACTTCAAAAAGAACCAGTTCATAGAGGCTTTAACTGATTACAGATCATGGTTACTTGT 
TATTTATGCTTTATCAAGTAATATACCCAATGGTGGATTAACCAATTTCAGTGGTATCTTGCTATATGAGGATTT 
CCAGTACAGTGAAGCCAAATCACTCTTGATGCAGATGCCTCAAGGAGCAGTTGAAATTGTTGGTTGTGTGTTGCT 
TGCCTGGTGTTCTCAATTCATTTCATCTCGATTATTGATGACAGTTTTCACAACGAGTTTGACAATCATGTCAGA 
ATGTCTCTTAGCGTTTTATCCTGAAAAAAGCGGTAGACTAGTTGGTTTATATCTTCCTATGCTTGACCCTCTTGG 
ATTTATTTGTTGTTTGTCGTGTGTATCCTCCAACTTTGCTGGACATACCAAAAAGATCACCACTAACGCAATGTA 
TTTGATTGCCTATTGCACAGGGAATTTGATTGGGCCCCAAACATTTGTTAGTTCTCAAGCTCCACAGTATATTGG 
TGCCAAGGTGGGCATGATAGCTGGGAGCAGTGTTGCTTTATTGTCTTTGATTTGCTTATACTTTTCCTATGTTTG 
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GGAAAACAAAAAACGGGATTCAAGGACGATGGTTGATATGAGCCACATTGAAAACTATGAATTCGCTGATTTGAC 
TGATAAACAAAATC CAAACTTTAGATATAGCAAGTAGTGGTATAGCTCTGC GTAGTTTATTC AGTAATGC ATGTC 
TATTGAAAATGTATGATGGTTTTAGAAAGGAATCACTACATAAGAAGATTGATGATGCTAGGATTTTCAGTAACA 
GAACGACTAAATGACTATTTTTCTTGTGGTGTCGTTGCACAGTAAAAGAACAGGATTACACAGCCATTACCCA'TT 
GACCTCAGGCATCTGTTGGCCATGATATAGTAGTGATAAATCAAAAAAAGGGACCAAAATTATTGCCAAAAATAT 
ACATTAGCATGAACTTATTGTATCTATTATTGGGAAAAAGATATGTGAATCAACAAGTATTGAACTTTCGACCrT 
CATGACGGTTTGTGTTGGCTGTGAGTATTTTTGTGAGACTAGTTTACTGTATAAGCCTTTCAATGGTTTAATAC^ 
GTCTGCCCTAAGGCAATTATTAATCAGGTCAGTATGCAATGCAGTATAATGCAAGGAATGTCAATCCTTTCTTTT 
ATGTTTTGGCATGCTTGTTGGAGACTGCCACATAAAAAAGAAAAGGGAAATATCATCATTGATACTATATACCTT 
TTCTTTTTAC ATTTATC CC TTCTTTTTGTCTAGCCTTTATATTAC TAAGTCAAGAGTAATATCC ATTCTGTCAAC 
AAACGGCGATGATTATTAATTGCCAAAAGTCGCATGCCAAAAATCCAGTACTCTTCACTCTAACTCCGTCTCCCG 
AAGAATC CATTTGATTTGCGCCTAAATATTATTTTCTTTTACGATTTCTTGC AACGGCCGAAACGGCC CAGTTTT 

CATCCTGTGATTTTCAATTCAAATAACATTAGAAATTATCAAACCATCAAAAAAAGTAATTAATTACTACCAACC 

ATAATGATAACGACCAGTTTAAAACGATCAAGATCTTTATTGAATAAGGTGTTACCTATCGATATTGAAGGTGAT 

AAACATTCTTCTCCTTCAGTAGTAACGAGGAGTTCTCCAATTCTAAATCATGATTCAGAGTCTTTACACCTGAAT 

AAAAGCCCAGCTTCCAAAAATTCAAATAAAAAAACATCTAAATCACCAAGTAGGCAAGGATCTAATAATAAAAAT 

ACTAAGAAAACTAACGGGCATAAAAAGCGTCGCAATTCCAGTCATCAGAAAGAAAGAACAGAAAAATCGGAGCTT 

TCACAATCAAAAAGAGGATCAGATATACTCGATCAAAGAAGTAAATTAGATTGGATTTTAATCGTGGCTATAGGG 

TCTTTGATTCTTCTCATATACATTTTGAATTGATGAAAAATGAATACTGTGACAGCATTATTGTTATACCA 

AAAATGTATCACTGCTGACTAAGACACGACAGTATGCTGGATGGTGCTGATTATTGATAGGAAAGAAACCACCAG 

TTAAAGTGATGTTCCATAGATATAGGACTACCAAAAAGTCGTGTGTAATGTTACGAGAAGCAAATATTATTAGTT 

GTGTAGCAAAATTTTATACCAAGAGACAGAGAGGAAAAAAAAAAACCCAATTTCTTGAAATAATCTTTCTTTCAT 

CAAAC ATTCTAAATTAACTATC TTAATAATTTAGGGAATAGTGTATTATTTGCTTTAAAGATATCGGATAC TTTT 
TTTTCCTTTTGAGTTTTGTTTTGTTTTGT^ 

ATTGACGACTACAACATATCAACGACCTAGCACATCCACCCACCAAGATAACACAACTACAATCTATCAGACACA 
TCTAGCAAAATGAGACAATTTCAAATCATATTAATTTCCCTTGTTGTTTCCATAATAAGATGTGTTGTTGCAGAT 
GTTGACATCACATCACCAAAGAGTGGAGAAACTTTTTCTGGTAGTTCTGGATCAGCAAGTATCAAGATTACCTGG 
GATGATTCAGACGATTCAGACTCACCGAAATCTTTGGATAATGCCAAAGGGTACACAATTTCTTTATGTACTGGA 
CCTACTTCAGATGGGGATATCCAGTGTTTGGATCCATTAGTCAAGAACGAAGCTATTTCAGGTAAATCTAAAACA 
GTTTCCATTGCCCAGAACTCAGTACCTAATGGTTATTACTATTTCCAAATTTACGTTACTTTCACTAATGGAGGT 
ACCACTATTCATTATTCACCACGTTTCAAATTGACTGGTATGTCTGGTCCAACTGCCACTTTGGATGTCACCGAA 
ACAGGATCAGTGCCAGCGGATCAAGCTTCAGGATTTGATACTGCAACTACTGCTGACTCCAAATCTTTCACAGTT 
CCATATACCCTACAAACAGGGAAGACTAGATACGCACCAATGCAAATGCAACCAGGTACCAAAGTGACTGCTACA 

acctggagtatgaagttcccaactagtgctgttacttactactcaacaaaggctggcacaccaaatgtggcctct 

actattaccccaggttggagttatactgctgaatctgccgttaactatgctagtgttgcgccatatccaacatac 

tggtatcctgccagtgaacgagtgagtaaggctacaattagtgctgctacaaagagaagaagatggttggattga 

atgagggaaacggtgcttataacttagataatgctaacattggatttcatttttcatttttttttgtttgk;ttt^ 

gtttgtttattagcttgttaaacatgtaatactgtgtttggtttgtataagttgattgtatttttttttttttt 

gcaaagtagatttgaagtaggctgtgtggcgtgtcctgcgtaggtcgacgatgatgatgatgacgacgacgcgtt 

tgtttgtc gaatgag atgtcttttttttgtctatctttccgtttagtac acaaaatcc attttc tgaaagcccc c 

TTTCTGTCGTATGCAGTATTTTTTTTTTCCTTCGCCATAATGAACAACAATGAAATGAAATTTTATTATCATTGG 
GCAGTGGATTAACTTTATATGAATTTCATTTATTTTTTTCGTTATTACTTTTTCAAAAAGAAGATTTAAGCAAA^ 
TATAATATAAATAAAGTGTTAGAGGTTGTTCCATTATCACAGATTAAACATTTATACTTTTAATAATCAAGCCAG 
TATTGTTTTTACACATCACTGCCACACAACGAACATTGTCACCTCAAAATACCTGCTATCTGTTAACAAGCCACT 
ACAGACTTTTAAAATTTTAAGAAACAATAACATACAGATCCAAGCTCAGCTCAAGACACAAGCAAAAAGACCGCT 
CATACTTTATCCCACCACATGTGTATGAATCGACCAAAATATCAAGAATCTCAGTCAGAACCAAACAAACTTGAA 
CTTCCTTTACAGATGCCTTCCACTAAATTTGATCTAGAAAAGCAACAATCACAGTCACATGACAAACAACACTGT 
GC AAATAAGAGAAATTATCTTTATAAGTTGATTTTTTTATTCAACTTCATTAGTTTGTTAATACTAGGGTTGGTA 
TATTATTCCACAGAAGTAAATCCTCAGATTTCTGCCAACCTAAACGAATTATTATATAAGATGGAGAAATGCAAT 
GATTTATAAGCGGGTTCTTCGAATCGATTGCATAGGTTAGTTACTTGTTTTTTTGAATATATACATACTTAAAGT 
TGACTTTAGTAGATATTGTGACAATGGAATTGCGAGCGGAATTTCTGTGCGAACCAGTATCCTGATTAGGAAGGT 
TGCGCGATAGTGCTAACAACCGCAAACACAGCTCCCGCAATTCCAACTTTCGGTACACATATATAAGTATACAAG 
TATACCCTTCATTCATTTTGATAATCTACCCAAAAGAAAACCAGAAAATAACCCCAATTGTCCTCGGTTAGGAAT 
ATTCAGATATGAAACTTTACATTTTTGTTTTGGTTGCATGTGTGTCATCACAAACCATTTTCAGATCACCATCAC 
TTCTTGATCAATTATATGGAGAATTACATGGAAGAACAAACACAGCACCAAATTTGCAGGTACAAGCAGAGGATC 
CAAATCAGATGGTCACACAAAAGGTTTTAGCAATGAGATCCAAATTGACGTTGCCTGATAAAGATGATACTTCCG 
ATATTGC TATTGATC AG AATATGTTTGGTGGAATCTTGAC TTATGC CCATTTC AATC ATTTC AATTGTTTC ATTT 
CTGATGACTTTGATAAACACTCCACTACAGATCAACAAACAACCAAAAATATTGATATCGCTATTGTTGGGGCAC 
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CTTTC GATACTGGAAC ATCCTATCGCCC AGG AGCTAGATTTGGGC CC GAGTCAATTAG AAGTAATTCCCGACGTC 

TAGGAAGTGCTTGGAAATCAACCAAAAAAAGATTCAATTACCCAGTTAACCCATATGATGAGACCACTCATAArT 

ACTCTATTATTGATTGCGGTGATGTGGCTATGACTCCATTTGATAATCGCATTGCTTTAAATCAATTGTACCGTG 

GACATAGAAGTATTTCTAAACACCCAGGGAATGTCAATCAACATCCCAAAATTATCACATTGGGCGGTGACCATA 

CCATCACCTTAATGGCAATAAAGAACGCTCATGAACAATTGAGGACAAAAATTAGAGTATTTCATTTTGATTCAC 

ATATCGATAC CTGGGATC CTAAGAAATTAGGTGGTGGAATC ACTGATTATATGTC ATTGAATC ATGGAAC ATTCT 

TGCACTACGCTACTGAATTAGGATACATTGAAACAAAAGGCAACTATCATGTCGGGATAAGAGCACCGTATATCG 

ATGCTAATTACGACAAACAGCACGATGCTGATTGTGGATTCCATATTATCCAAGCTAATGATATTGACAAGATTG 

GAGTTCAAGGGATCATTGATGAGTTAGCAAAAGATCCAAACATTCCAACTTACATATCAGTTGATATAGATGTAT 

TAGACCCAGCCTATGCACCAGGAACGGGAACAATGGAAGCTGGCGGATTCACGACCAGAGAATTGTTGAGCATTT 

TGGATGGGTTGAAAAATAAGGTTAACGTTATTGGTGGTGATGTTGTGGAAGTGAGTCCTCCATATGATACAAATA 

GTGAAATCACCAGTTTGGCAGCCACCAGTGTTGTCGATTCATTATTGAAATTAATGATTGTCTAAAGAAATAAAG 

CCATTCCCTAACAAACACACACATACATAACTTTCCTTGTCACTGGTTAGAGTGGTTCACTTCATGTTGAACACG 

CAGGAAGTTGATCTTTGACTCCAATTATTATCAAACATAAATCACGGAATACAAAATTATTGTTATTTAAGTTAT 

AAAAAAATATATAATATACATATTTACAATAAAATTATTCTATGTCATGTTATTGACTCCTGTTGATATGTAAGT 

ATTTTATTTTACGTGATTTATTATAATAAAATATGTTTTACTCATACAAATTGGGAAAAAGAGTAGAAATAAT^ 

ACTGAAGATTATTAATAATAATACCAAAAAAAAAAGAATACTCAACTATATGGTCCATATAAATGACAAACGGTT 

AAACTGAGAACAAATCTCATTATGGAGTTCTTTTGTTTTTGTAATATGCTCATATGTAAGGCTTTTGAGGTGCTT 

TTCACATCAGTAGTTTTCAGTTTCCTATCAAGTATAGATATAACAAAAAAAAAACAGAAAGAGTCAATAAAAGAG 

CAATTTAAGTTGGCTTAAACAAACGATAGCAAAATAAATAA^TTGCTGCTAAAATCTATTTCTTTTGATGCCAC 

CAAAGTAATTTTTTTTTTCTTTTTCTCTTATTTCTTCAATTTAGCAGCTAATACAAACGAATATATAATTTCA 

AATTAAAGCAAACCAAACAATCTTAAGTAATAATAATAATAATTCAGTATAAATAAATTGGGGTTGATCTTCTTT 

TTTTTCATTTTGTATAGATGAGTTTTTCAATTCTGTTTACCCATTACAGCATAGATTTGATATTTTAAACCCTCC 

TCCATTCGAAACTATTATTATAAAGAAAGAATGACATGTCAAACGGGGAGAAAATGTTCACTTGGAATAGAAGAA 

CCTATTGATATCTCCTCCAAAAACGTGCCACTTAATGCGTTTTTAATTTACACCATGTCAAGCACTCTACCAGAT 

CACAATTCGACTAATTCATGGAATGAATATCACAACAATTTATCCATAACAAATAACACTCAGGTAACGACAAGT 

TGTGCTGATAATGTGAAAACAACTAGCAATGTCCCTCGAAGTGCAACTGATATTAATTCCAAAATGACAACTTCT 

GAATTCGAAACTTTACATAGATGCCGGTTTTCAGTGTGTGATTTAAATAATTTGGAGAATTATCTATATCAATCA 

GAAAGAGAGGAATGCAGCAGAGTAATAGAACAACTAGAAACACACAACGGCAAAAGTATTAGCACTTGTTGCAAT 

TCAAATACGGATATTAATGCTCAATGTAATCAAATGAAAAATCATAAAAGACGGAAATCGATTGCATTGAAATTT 

AAGAAACCTCAAACATTATTATGATTGGTAGGGATAGGTGTCTGCTTTTATCTGTGGCTTGGATAGAGAGAGATA 

TATGACTATGATTTAGAGTTGCTCACAATAGAATGTAGATATAAAGTTTATGCAATTTAATTTACAGACAATAAT 

ACCTGTTTAATGGAGAGGATATCCAATGACACCACTAACCTTGAGGGACTAGGGGTAAAGAGCAACATGCTAATA 

TATATATGAACCTAAAGGTAAAATAGTCACTGTACGTACAAAAAAAAAGGCTCACAACAGTTTCTTCGCTTATTC 

TGTGCCGAAATATAAACTATCTATAAATCTATTTCTGAAATGCC AATG AC TATCC AAAAATCC TTC ATTATTATA 

CCAAACTTTGTTATTCGAATTTGAATCTTCCATACTTGATAATTTCCCAACAACAATTTTCACTTTAGGGAACAC 

ATTAACAATTCTTCTTATACCAATTTCTGTAGATAAATACGTAATTAAAATAATATCTTGTTCTTTAACATGATG 

ATCTAATAATACTTGAATTGCCATAATGGCTCCGGCTCCACTAATAATTTGTGAATCAAATAACATAATTTTATC 

AGATAATTTATGAGGCAATCTTTCAAAATGTAATTGAGGTTCCCCCGTAGTTGAATCACTTTGAATTAATAATTT 

ACCAATAGAAATTACTGGGAATGATTTTTTAATTGATGCGATGAAGCAATCTCCACTACGAATTATATTGACTGC 

ATTATATTGATTTTGTAATAATTTTTTACCATGATAAATCCCTTTACCAGTATCGATATCGACATTGGTATAATT 

GGTCATAAACTCTTGTGCTAATTCAATTAATAATCCACACATACGATTAAAATAAAATATGAAATCATTACGTGA 

AGTTG AC GTATC AAATAAAATCGAATTGATTCCC TTGAC TTGATTAGTGTTTTGTAATAATTT AATATTG AATTT 

ATCAATATCAAATTTTATATTGACCCCTAATTTCTTCAATCGTTGTAAATGATTTCTTGATTTTAATGCTAATTG 

ATTCTTGATATGTTTAATCATTAAATTTATGGCAATTGAATTATCTAATCCTCGAGGAATCACCAAATCAGCATT 

TTGTACCGTTGGATTAATGAATTTAACCGCATTTGGCTTAACAAATTTCTCCCATTGTTGCATAGCTCCACCTAA 

ATCTC GACC ACGATAC AATATATCTC GAGTTAATCTTC TTGCTAAAC AAATATCC AAATC TGTATCG AC ATATAT 

TTTCGAATCCATCATATCCAATAATTGTTGATCATGTAAAGCATATAAACCTTCCACAATAATAACA 

YFR033C_homolog 114aa PathoSeq: 1..114(SEQ ID NO 652) 

EDVEVEQPEDAPEEEVSEETVEEEEDDDEDDDEDDEEEEETADPLDTLREECTKTAACKPFDHHFHECIERVTKE 
QEEPDYEHKHYKEDCIEEFFHLQHCVNDCVAPRLFNRLK 

YHR001WA_homolog 1949bp PathoSeq: 1..1949(SEQ ID NO 653) 

AAAGATAAAGTTAAAATCAATTACTATTTTTATTGGAAATTTTGTTGTTTTTTTTTATCTATATTTTTATAACAC 
AAGTATTATTGTTTATAAATCTAATAAACATTTTTCACTTTTTTCCTTATACTGGAACATCTTCTGGATCTGGGT 
TATAAATCCAATGTTGACCGAAAAATGGGATTTTTTCATAAAAAGTCTTTTGGAATAATGGAACACCTTCAGTAA 
AAGTAGCAACGGCACCACCAGCGGCAGCTCCCCAGAAAACCAAATTTGGAATGTAAGATCTGACTAATGGAGCAT 
TTAATTTACCAAAATGACTCAAAGCTTTGTAAGCTGGACCTTTAACGTACTAAAAAAAAATACCGGCATGTTAGT 
ATC AAGGTACTACTTTCTC TAAT AATAAAAATAATGCTAATATTGCTC TTGATTGATATAAAAC ATATATTATAC 
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ATACTGAAACCATATTGTATTGATTAGAATAGTTATAAAGTTGAAAGTATTAACAGTAATTAGTTAACTGTGTCT 
ATATTTTTTTTTCCATTCTTTTTGTTTTGAAGGATTGATTTTTTTCTGCAAACTTTTGATTGGTCTTTCAACAGG 
CTAAATCACGTGACAAGCACATTATCATTTTAATGGGATCGTTTTAGGTATCTACTTCAAGCATTCCTCAAGTCA 
ATTAATTAGTTGATTAATATTCCTAGAACAGTAAAATATTATAAGCACAATTAAGAAAACACCATTGGTCTCAGT 
TAATGAAATAAATACATTTATATCAACTTTTCTTCTTCTCTCACCCCGTATTCCTATTTCTCTATATTACATAAA 
TATAAACAAACTAACTAAGATCAACGGCCAATCTTGTCAAGACATTTCTTTAATTAATTATGTACCGTTTTTTAC 
CTGAATAACATTGTGTGCACCAAAGATAAAGGGCAAAACAATATTCTCTTGTCATTTACATACAATTGTCAAATT 
TAACAAGAATCTGGTTGAGCTAAAATATAATCAATAGTTTGACCAACAGTTTTTAAACTATCGGCTTCATTATCA 
GGGATTTGAATATTAAATTCATGTTCTAATTCCATAATCACTTCAACAACATCTAAAGAATCCAAACCTAAATCA 
GAAGTAAATGAGTTTTGTTCAGTGATTTCACCTTTAGATTGATCTACTTTATCATAACCTTCTAATAATTCAATA 
ATTCTTTCTTTAGCAATATCTCTAGTTAATTCTGGGAAGGCACTATAACAACGAATAAAGTTCATTGATGAAGTC 
AAAGGAGTGACATTTTTGTTGTTAGTGATGGTGGTGATGGTGAATAATGATCTTGATGATGATTGAATGGTTTTC 
ACCATTGAAGGTTTTGATACTGAAGCTCTTAATGATTTTAATAAAGTAGTTCTAAACATTGTTTAAATGAATATG 
TATATATATATATATGATGGAGGGTTGGGGGGTTATGTTAAAGTAATAAGAAAGATGGTCTTTTTTTTTTCTCTG 
TTTAAAGAATAATTGAAAATATTACTGGACAAGAATCAAGAATCAAAAATCAAAGAAAAGTTAACTGTTACAAGT 
GAGTGAGAGAGAGAAAAATTTTTTTTTTCTTTTATGATAGAAGCATATTGGTTAATCAAATACACCACCATACAA 
TAATCAACTTGTTATGATTAGATCACTATTCAATGGTATTAGGTTAGTTAAACCTAATAATACCAATATCAATGG 
TATTACTAGACCAATCACTTCATATATGAACTCAATAAATTCCAACATACCAATACTCAAAAACCACAACAACAA 
CCTTTCATCATTCAATCAAGTTCGTCATTCATCATTAAATCAAATTCAAAAATATAAACATTATGATCCAAATTA 
ACCCAATGTAACCAAGTCACCAGATTTAGATTATAATCCATTCAAAAAGGGGGGTGGATTAAGAATAATGGTTT 

YHR001WA_homolog 63aa PathoSeq: 1..63(SEQ ID NO 654) 
HFGKLNAPLVRSYIPNLVFWGAAAGGAVATFTEGVPLFQKTFYEKIPFFGQHWIYNPDPEDVP 

YJL166W_homolog 15790bp PathoSeq: 1 15790 (SEQ ID NO 655) 

ATGATAAAGGATTCGTCAAACTCTCTGAATTGAATTCTAAAGGACTGCACATAAAATATTGTAGATCCTGTTTTA 
CAACAAGATAAACACAATTGTCTCCCGCACGTACGCACGCCCCTTTCTCCACCACCACATTTTTTCTTCTTGTTC 
AATTTCCAATTTACTATAAATATCTTGCGATTCCCATCACCACCTCCTTCTCAACAATACAATACAAAAAAAAAG 
CAAGCGTTCGAAGAAGTCCAACTTGAAAGAAAGCGTTACTTATATCTAGTGCAGATTATAGCTCGTTTGGGTTGA 
TGTATGACATGAGTTCTTTGAAATTGGGATCGGGTTTATGAATTAACATGACAAAGATTTATGTCTTGAGTCATC 
ACCCCTCCCTTTTGTTTAATATTATTAACAAACAAACAGGGTTTATTAACATTACCCACACATTCAAACATATAT 
GAAAAATGATTAATATATGATTATAGCGAATCAATTCTTTAGAAATTGATTATTGAATTATTATCTTATCAACAA 
AAAGATGTTTTATAAATATAAATATATAAATATATAAATGAATTGATTATATCGTTATTATTATTACCCAAACTG 
AACATGTTCTCAATTATCATTCTGGGAAAATTAAAGAGGAAATATTGTCTTAATTCCAATTGATTTAAATCAACT 
GATAAAAAATTGATCCCCCTCCCCCCCTAACACTTGTTAACATTGATTAATTGATGTTGTTGCAAATTTATACGA 
ATTTTGATAATGGAAGTGATATATAACCCCTTCTTTTTTGGGGTTATTGTTTTTACAAACTGAGAAATATAGGGT 
AC TATGATAGAAAGTATAAC AAC ATTGAAC GAAAAC AATAAG ATTTATC TATCTATTGATTAC AAATTTC TTTC T 
TTTGTTTTTATTTTGTTTAACTTATTTATTTATAGATATATCAATAATACAAACATATATATAATAACATTATAC 
TACTCCTTCTCAATCTCCACCCCCCCCCCTCTTATTACCTTATGGTGCCCAAATTTTAAAAGTTTGAGGAGTTTT 
TAATGATAATGGTTTAAAACTATCATCTTGTAATTCAACATCAATAGTTGTGCTACCACCAGTTGTTGTTGAATT 
TATTTTACTACCACCATCATTGACATCATCACCAGTAGTACTATTATTACTAGCAGTGTTATTGGTGTTATCACC 
ATTTTTAATTTGC TC TAATGC ACGTCTTGT AGGTTTATATAAT AATGATTTAGC CTC ATTCAAT AATC CATTAAT 
ATTTGTTGAATC ACG AACTCC ACC AC C AC TAC C AGTGGC AGTGTTATTGTTATTGTTATTTG ATTC AATTAATTT 
AATTGCTTCTTCTAATTTTTTTATTACACCAATAGTTGATTTTGTTAATGAAATTCGATCAATAAATAATTCTTC 
TTGTTGTTTTAACATATTTTGTCGTTCACGTTCATAAATTTTTTCCAATTCTTCAACTTTATCAAGTTTAGTTTC 
AATTTTTGAAATTTCATGATTAACTATACTTGAACCAATTTTATGCATTTCTCGTTCTTCATAATTTGAAAATAA 
ATGACTCCTACCACCAATTATACCAAAAGTTGTAGCAATAGCATCTTTCCCACTTGATTGTCTTTCAACATTACC 
ACCATTACCACCATTGGTGTTATTATTACCATTGTATACTTCTTGAACTTTGTTTTCAATACTTTCATCCATTGC 
TTTTTTAGCAGCTTCACTAGCAGCTTTAGCAACATTACTATCAACTAATTTAGTCATAAATGTTAAATTTGCTAA 
AACAGGATTATCAATTGAACTAATAGGATAATTAGATGCATATTTTAATAATTTAATATTAGTTTCATCTTCATC 
ATTTATAGGATTAAATTTATCTTCTAATGGTAATTTTAAAAATTCAAGTATACATTGTTCAGGAGTTTTATTCCC 
TCCAACTTGATGAGCAATCTTATACCAATCATTTTTAAATGTTTTAACTGCACTAATTAAAGCATCTTTTTCTGT 
TTTGGTCCAGCCATCTTCTTGGTGTTTCTTCTTTAATGGTGGTTGACTCCCTTCTATTTCTACTTTTTCTTCTTC 
TTCTAATCCATGTTTCTTACCTTTATTCCCATTTTGTTTTTGTTGTTGTTGTGGTGGTTGTTGTGGTGGTGGTGG 
TTGTTTTTCTTGTTTAACTTCTCCTGAGTTAGAATTAGAACTTTCATTCATCAATTGTTGTAATTTTTTCACATC 
AACTCTTTCAACAGGTATACGTGAAGTATCAAAGGGGAAAAGACCTCTTGGTGTATCAAATTTAACATGATAATC 
TCCAGTATAAGGTAAATCCATTGATTGTCCATTAGGCATTTTTTCAAGGGCATAACCTGGTTTAAATTGAGGTCT 
AACTTGATAATTTATTAGTCCCCATTTATTTAAAAATCTATGCACTCTCATTAATGTCCCAACATCACCAACTAA 
ATTACGACGACATGAAGTTAAAGTTAAAAATTCATTAGGATTTAATCGGTAGGAATTTATCATGAAATTTCGATA 
ATTAACATATAATTTAGGTGATTTAGATGGATGAATTGAATCAAAAAATTCTGGTAATGATTCTTTTTCAATTTT 
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ATGGATTTTTTTCATATTAAACCAACTAGCATATGATGGTATAACTATTAAATGTGTTTGTTTATATTGAGGTTT 

TTCCTTTGGTGGTTCTTCTGGTTCATCTTCATCra 

CTTTTCTTTTGATTCTGGTTCTACTTCTTT^ 

TACTTCTGAACTAGCAATACTAGTATTTTGGTTTGAAGACAAAGGTTCAGTCGCTGAAGCACCAACAACCGAAGT 
TGTAGTTGGTTGTGATTCATTTGGGTTTTCTCCTGTACTTTC 

AGATTCAACATTTGATTTCACTTCAGATAATTCAGAATTTTTTTTCTGTTCTTCTTCTTCTTCTTCTTCTGGTTT 
TCCTTCTTGTTGATTAGATTCTGATTCTACATCTTTTGAATAATCTAGATCATCAATTTCCATATTAAAATCGrC 
ACCATTTATTAAAGCAGATGTGTCAAAATCATCATTAGATTTATCAGGGTCATTATTAGAATTATAATTTTCATC 
AAATGATGGGTCATCTTCTTGAATATGTTTCAATTCTTCATCTTCACCCAATTCTTGTTTAGATTCTTCCTTTTC 
ATATTCTTCAGTATTGGTGTTTTGTGTATTTGTTGTGAAAGCAATTGATGTTTCTTGAGGAATATCTACATCCAT 
TTTATCTTGATTGTCATCAGCATCAACGTTGGTTGGTTCCTGTTTTTCAGATTCAGAGGCAGCATCGATTGCATC 
TGGTGCATCTGGTATATCAAATTGCATATCATTATCACTATTACTGTCTTGTTTACTGTTATCATTGGAATTGGT 
ATTGTCTTGATGTTCGTTTGACTCAACTTTATTCTCAGACTCAGCATCATCATCATCTTGTTCTTGCTGTTCATT 
ATTTTTATCTTCAGTTGGGTTTGTTTGTGTTTCTTCGGCCGATTCTTCGGTTGACTCTTCAGTTGATGCTTCTGA 
TAAATTACCACCTTCTTCATTATCATTTGCAGCATCATTGTTGTCTGAAGATTGTTTTGCTTCAGTATCACCATC 
TTCATCTTCTTTTTCTTCCTTTTGTTCATCTTCATCTTCATTGTCTTCTGCTTCAT^ 

GTCTTGATGTTCTATTGATGATTCTGGTTGTTGTTGTTGTTCAGGTTCCTCAGGTATTGATGAAGTAGTATCAAG 

AGGGGTTTCCTCTGGAGGTGAAGCACTCATATTGTCGAAACAGTAAAATCTATTAATGTATGTATATATATATAT 

GAAAGTAAGGATAAATGATTAAAAAAAATTGGTTGCAAACTTAAAAAATAAAATATAATGAAATAAAAATAA 

AAACCTCCTGTGGTTGTTCTAATTGTTGCTGTTACTGTGTTTTGAGTTTGTTGTTGTTGTTGTTGTTC 

GGGGAAGGTTGTTTTTTTTTCTTCTTGCTTAATTTTTTTTTC GTTCGTTC GTTCATTTTAATTTTTTGTTTGTCG 

TTTGTTGTTGTCGTTCACACTCCCCCCCACTCCCACTCCCACTCTCTCCAAATTGATAAGTTTGAACAGTTGTAC 

ACGCACATGACATTAGTTAAGCTTTCACTTATTAGTGGTATGGCAATATGTT 

TAGACAAGTATGTCTAGTCTTTTGAGTAATTAGAACGTCT^ 

TTCATTATTCTTATTATCCACATATATTATCTTATAATAATTAAGGTAAAACAAAACACCAATAAATGTAAGGAA 

TTTAATAGGGAAACTGAACAGAGTAAAAGAAAAAAAAAAAAAAACAGAGAACTAACTAATTTTCTAAAAAAATAT 

TTGGCAAAGGTCAAATTCTTCTTTATATATATATATAGTAGTAGTAGTAGTATACTTGTAGACAAAGAGTAAAAG 

GGCAAAATGGTAAAAATTAGGGCAAATGAATTTGAATATATTCAAAGA 

ATGAAATGAATTTTAATAATTTATTTTTTGTTTTACAGT^ 

TAATGGCTTTTCGTTATATATTTATCTCTATGTTATATCCCTTTTATTCACTTCTCTGGTAATTATATATATATA 
TATATATATATATTAATTTATTGAATTTGTAGTAGTTTGACAGTTGGGAAGTACGTTAATCATATGTGTAATATA 
AATAGAGGAAATATTCAACTAACTAACCATCAGCCAAACAAGAACTGAAAAGAAATTATCAAATGACACAAAAAC 
CATTAATCCATATTAAACCAAAAACCAACAAGAAAGGACAATCACAAAATATTAAATCATGCAGAATTATGAATA 
TCAGTCAATAGGAATAAGAGAATGGGAAAGAAAAGGAAAAAGGAAAAAGAAAAAGTAGATGGGAAATTTTAACTG 
CAACCTGTTTCTTGCTGTATAATTAGTATACTAATTAATTAATACTTGATGTTGATGTTGTTGTTGTCGCTGGTT 
GCCGTCTGCTGTTTGCTGTCTAGTGTCTACTGCCTGCTATCTACTGTCTGCTCTTTTTTTTTTGTCTATGTAAAA 
TATCTAATGGCAATATACTTTAGTTTTTCTCCTCTATTTAAACTAAACTGCATGACATCTATTTCAATCGGTTGT 
TGTTGTACTTATGCTTGTTCTTGTTGTTGTGTAATTGTGGTATGTCATGCATTTAGAGAAACAAGTTACATTATG 
CCCACTAGTTGTCACCAAGAAATTAGATGAAGCGATATATTAGCCCAAGATTAGAAAGCTTGTCCTAGGTATTAC 
TTTTTCTCGTATGATATTCTCTACTACAAATGAAAATTGCCTAACCAATAAAAATGATAATTATTCTCCGTATAT 
CGTAGTTGGAAATTAAATCAGAATGAAAATTCCACCAAACCAGAACCAGGAAAAAATAAAAGAAGAGAAAGAGGA 
AAATTACATTATACCATCAAACAGGCGATTAAAGTTAACCTGACACAATAATAGAATAACTAAACTTGAATGCGT 
GGGTAACACTCTTTACAATTCAATTGTTCACCTTGAATGAAAATCTCTTGGATGATAAATAAATATATCAAATAT 
CGTTTACAAATTAACAATAAACTTACAAATTGGACTAATTGATACACTTTTCATTGTTTGAATGGAGATATTATA 
CTACTCGTCTCCAGAAAAATTAACTAAGTATGTATGTATGTTGTTGGTCAAACTTCCTTGATGTTGTAGACTGTG 
AAATTGAAAAAGCCTTGTTAATATGTTCTTTCTGAAACAATCATGAAACAACTGTATTTGGAAATAACTAACACC 
ACCCAATTAATAAAACAGTAAACAAGATATACATACTTAAATTCAATACTAATCTTAGTTTCCTTAGTTACCTTT 
TTTTTCTTTGTTTTATTCCGGTTGACTATGTAACAATCTTCAATCAATTTCCTTTTTTTTTTAGTTCTTCGTTCA 
ATAATTATATCCTTACTCTTGACTCAAATATTATACAAATACTTGCCTACATTTGTTCTTCTTCTTATGATCACC 
AATTCACTTCTTTCTTCTGATCTTACTACATAACTTACGTTGATGACCCTCTTGTGAAGTTTGTGAAAAATTGAT 
TTTTTTTTTCTCTCTCCAAGAAAAATAATGAACTCAAAATCTAAATAATACTGCAATATAAGATATCAAGCATAT 
ATGGTAAGATCATACTGAAATTGAAGGGCGAAAATATGGATAATCACATAAATTTCAACACAATCAATCGGAGTT 
TAAAGATTGCACACACACTAGGAGGAAGAAAATTAATAAGAAAGTTTTGTAGTTTAGTTTATTGGCACTGTCACA 
GACAGAATAGTAATTCTATATGTTTTCAATTTATTGAATTTAGCTTATAAACCAGAAGCTACATATAGAATAAGT 
AAGTAAGCTTTCTTTTTGTTTATTAACTTGTTCTGATTTTATTGATTGCTCTTCGACCTGATCATAATCTTTTGG 
AACAAATAAAAAAAACGACACTGTTTAGCGAAACTTGAATTAATAGTTTTTTCTACTTATTTGGTGCTAGATTTA 
GAGGATTATATGTGTCCAATCTGTAAACAAGTTGATAACAGTGACTTCGTAATAAACTTCCCCGGACTTAATCTC 

TACTTTAGGGCTATAGCCCTAATCCAGTATTTCATCCTGCATAGATTCTTAGTATCCGGTCTCGCAATACAAGCT 
ATATATAACAGTTTTTTTTTTCTAGTGACATCGCGGCGTTGGCTCCAATTTTGTCGCGCAATGAACTGAGGATAT 
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GGACC TATTGTAC ACGATTTTTC AAGGC CTGGACTGGAAATATGGTCGC ACTC ATAC C AATTTTGTTTAGACTTG 
CCC CCTC C CC CCC CCC TCCC AGTTCGC AGTTCGC AATTCGCAATTC ACAGTTC GC ATTTACTATACAATC ATTAC 
TTAAGTAC AC AAC AAC AATTTCTTCTCTCCCC TTTGAGTTTGAGTTTGGGTGAGAAC GAAAAAAAAAAATTCTAC 
TAACAAAATATTTTTCAAAGGAAAAAAAAATTTTTTACA^ 

AATTCAACAATGGTTCGTTACGCTGCCACTCCTGCTAACCCAGCCAAATCAGCTTCTGCCCGTGGTTCTTACTTG 

AGAGTTTCATTCAAAAACACCAGAGAAACTGCTCAAGCCATTAATGGATGGAAATTAGAAAAAGCTCAAAAATAC 

TTGGACCAAGTTTTGGATCATCAAAGAGCCATTCCATTTAGAAGATACAATTCATCTATTGGTAGAACTGGTCAA 

GGTAAAGAATTTGGTGTTACTAAAGCTAGATGGCCTGCTAAATCTGTCAATTTTGTCAAAGATTTATTAAGAAAT 

GCTCAAGCTAATGCTGAAGCTAAAGGTTTGGATTCTAGTAAATTAGTTATTTCTCATATTCAAGTCAATCATGCT 

CC AAAAC AAAGAAGAAGAAC TTATAGAGCTCATGGTAGAATTAATGCTTATC AATC TACTCCTTCCCAC ATTGAA 

TTAACTTTGACTGAAGAAGATGAAATTGTTGAAAAACCAGTTGAACAAAAACAAATCAGATTGAACTCAAGACAA 

AGAGGTAGATTAGCTTCTCAAAAACGTTTAACTGCTGCTTAAATAAATAAAAAAAAATGGAAACAAATAAGGGAA 

TGAATTAAAGATTGATAGATAGATAAAAGAAATCAAGTCTTGTTCATTCATTCATTCATTCATAAATTCATTTTT 
TTATTATTTGGAGAGAGAAAAAAGCAAAATGTCCATGTATTGTA TC 

TATGTTCATAATGTATATTATAATAATATAAAATCAAAATATTAAAAAAAGAAAGAGAAGAATCACTTTCTGGGA 
TATCAATTAATAAGATATATGTGTAAATAACAACAAAGTTATTAACTCTTTACAAATATGTATATTTGATGAAAT 
TTAACAAAATGTAAAGAAGTAAGGACATTTTACTTTATATAACGTATTTCTATCATAGTAAATACCTCTTAGACT 
GTCCGATAACACAAGAGTTTAAAACGATATGGGATTAGAGTTTTTAGTTTTACTATTGTTATACTGGAAAATTGC 
ATTCTTTAATCGCTCTTTCATGTAAGCCTGGAAAGCCGATATCACTTGTTTTAGTGAGGTCCCCCTTCCCATCTT 
CTGGTTGTGGGATAAAGTTTCATATCATCATATCAACTATTAAAAGCCCCAATTGATGCAAATTGTGAGACTGAC 
TTCATTTTCATCTACATTAACTGGTATACTCCGGAAATTTGGCATATTAATTATAATCCAAATCAACGATTAAT^ 
AGCCTTAATATAAACCCTGGGTATATATATCCAGATAGAGATTAATTTTTGCTATATCATTTGATAGAGGTTTTC 
TAATTGTTTCAACAATTGTTTTTGCCCATGTTTTTTTAATAGATAGTAAATTTAAATTACCAATTGATATGAGTA 
AAAAAAAATCCTTAAAACTCTCTTCAGATAAACATAATATTCCATAATAATATCTTTCAAGAGTTTCAAAATAAA 
CCATC AAC CAAATATATGAAGAACGATAAGTATAAAGATTATGCTTGTTAC ATACC ATAATAAGAAACAAAC CTA 
GTATATTCCTGCATATAGTCTGACCAATAATAGAATAGAAAATTCAATCTTACAAACCCACCCACCAAAGTGAGA 
GAGAGAGAGAGAAAGAGAGACAACGAAAAAAAATTCAAGGAAAACTAAATATCCCATCTTTCCAAATACAATACT 
GTCTTATCATTAATAACTAACTATTCAATAATGGCAGGTGCACCACATCCACATACTTATATGGGCTGGTGGGGT 
AGTTTAGGCTCCCCAAAGCAAAAATATATTACTCAATATACTATTTCTCCATATGCTGCTAAACCATTAAAGGGG 
GCTGCTTATAATGCTGTTTTCAATACTTTTAGAAGAACCAAGAATC^ 

GTTGTTTGGAGTATTTGGACTAGAGCTAGAGATTATAATGAATACTTGTACACTAAAGAAGGTAGAGAAGAATTG 

GAAAGAGTTAATGTTTAAGATTTAATGATCATGATCATCAAC^TTTGGCTACATATACTACTACCATTATTGTTG 

TTGTACTAAGTTTTCCCTTATTGTTATTAAATATATACATAAAAAAAAAAAAAGAATTAAGTCGATTTGAGACAA 

ATTATGAAATAGACATCAAGCATTATTTTATTTTATTTTATTTTATTATAATAATTATGAATTTATATCTCTATG 

GAC AACTCTC TATTTAGATCTTTTATAAACTTTACCTAAG AAAGC AGTTAAAAC ATC TTTCTTT AAACCTC TAGA 

TTCATCAATTTGATCAATTTGTTTTCTTAATTTAGCAACAATTGATTCTTCATAATCATGATAAATTTTTTCAAT 

ACCCAATTGTTTAAATAAATCTTTACATTTTTGTTCTGATTCATCATCTTTTTTACCATAATTATCATCTAATAA 

TTGACGTTGTTCAGGGGTAGCAATCAATAAAGCTTGATTAATAACCCAAGAACATTTATTATCTTTAATATCAGT 

ACC GATTTTCCC AATTTGTTCTGGAGTACC AAAACAATCC AAATAATC ATCTTGAATTTGGAAATATTCTC CC AA 

GGGAATCAAAATGTCTCTAACTTGTTTTAAATCTTTTTCATCATTAATACCACTCATATACATTGCTAATGCCAC 

GGGTAAATAAAATGAATAATAAGCAGTTTTGAAAATAACAATAAATGAATGTTTTTCCAAAGAAAATTT^ 

ATCAACAATTTCTTCATCAGCAGTAATTAAATCTAATAATTGACCTAATTCAGTTTGGAAAGTGACTTCATGAAA 

TAAATCTAATAAATCAACATAGTAAGGATCTTGACGGAAATGTTTTTTCAACAAGATATAAATGGCCCCTTCTAA 

CATAAATGAATCATTAATAGCAATGTTGTTAACTCCTTCAACTAAATACCAACATGGTTGACCTCTTCTAGTTTT 

AGATTGATCCATCATATCATCAGCAACTAAAAAATATGCTTGTAATAATTCAATGGCCCAACCTAATAATGCAAC 

TTTTTTATATTCAGTATCATTTAATTTATCACTAGTAGTATTATTCAAAATGGCAAATGTATCAACTACAGATAA 

TCCTC GATTTAATTTACCTCCTGGAGTATTATAATTTAAAC TTCTAAC AAAC C ATTC AATGGCTTCTTGAGGCAT 

ATTATAAGAAACTAAAATTTGTTTC AATTCTTC AACTAAATCTTC AAAAAC ATCAAGAAATCTTTC TC TAGCAGC 

AAGTTTATCAGACATTGTGAAGTGAATGAGTTGGTTTTTGGTAATTGGTAATTGGTTGTGTTGTAAAGAAGGAAT 

GGGTGGTTGTTATTAGGAGTAATTTTTTTTTTTCATGATTTATAAACTTTCCCGAGGGGGGGGGGGGGAAGAGGC 

AGATCGGGTGAGATCGTGTGTCTGTATCAAATTTATGGTTGGTTGGTTGGCTGGAAAGTTCTTTTAAGCGCATAA 

ACATAAAAAAC ATAAAC ATAAAC CC AAAAATTGGAC AGCGGCTGATACGCGT AAAGATTATATC AAATTAGATC T 

TACACCATTGGAAGAAACTATTACCCTCTTTTAAAATATAAAACTTATTGGTTGTCAGTTTCTATGTTAATTATT 

CAATTACTTCAAAAGGAGAAGAAGGAGGAGAAGAAGAAGAAGGAGGAGGAATCGAATTTTTTGTGTATTTATTTA 

TTTCACCATGTCGCTATTTATACATCAACTCTATTCTTTAATGTCTTCTACTACGTTTACTTTTACCAGGTCTTG 

AAGTTGATTTACCTTTCATCTTTCTTGTTGAAAATCCACTAATATCAGCTGATGAAGCAGCATCATTTTCTCTTT 

TACCTCTTTTTTTACCACCAAATCCATATTTAGCATCTTTAGCCAATCTTTTAGAATTTGGTTTTCTTCTTTTAT 

TATCACCACCACTACCACTACCACCATGGCCATATTTCTGGTTATTTTCAGTTGCTTCTTCTAAAGCAATTTGGA 

AATCATCATCATTACTAATTTCATTAGCACCTCTTTTCTTTTTCAATGATTTAATTTTTTCTAAAGTTTCTTTCT 

TTTGTTTAGCTCTTTCTTGTAAAGTAGCATGTTGAACTTGTTTACCAAATTTTTTCAATTGTCGTTGTCTTTTAG 
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CTTCTTCTGATGCCTTTTTATTGGCGGCTTCAGTTAATAATTTATTTTTCAATTTATCCATGTGTTCATCACTTT 

TAACCATTTCAGCAAAATAATCCATGGGACGAGAGAATGGAATTTTCAATTTTAATAATGTTTTACGTGATTGTT 

TAACAGCATCTAAACCTTGCTTATAAAATGCCAATTCTCTTTCGGTATCATCATAAATATCTTTGATTTCTGATT 

CAGTTTTATCAGCACTAGTTATTGATTGATGCTCAATAAATGAATGTTTTGACCAAGGTAATTCAATACGTGCTA 

ATGATTCTCTTAATGCTGCCATATTATTAATGGTTAATTTGGTATGAGGAACTATATCAGCATCGGAATCAACrT 

CAACATCAGATAATGGAATATCATCTTCTGCTTCATCGTCATTTTCTACTTCGTCATCCTCTTCTTCATCGTCGT 

CGTCATCATCCTCTTCCTCCTCATCATTGATATCACTTTCACTTTCACTAGCTGCTAATTTTTCCAAATCCAATT 

CTTCTTCGTCATCATCATCATCTTCTTCTTCTTCTTCCTCGTTATTTTCTGCTTCTTTTTCTTCCTCTTGTTGTT 

TAGTTTGTAATTTCTTCAATCTTCTTTGTTCCTTTTTAGATAAAACTTCACTTTGATAATCATCA 

TGGTATTTGATTTTTTCGATTTCTTGTTTGATTTCACTTTGGTGGTCACTGGGGCGGCTTCTATGATTTCTTTTT 

CTTCTTCTACTGTTTTTTCTGTTACTGGGGTTTTCTTGGTTGGTTTTGATTTTGCCTTATCAATGGCATCTATTA 

ATTGATGACTTTTCAATTGTTGTTTCAATATACCTCTAGCCATGGTTAGTTATTTAATTTAGAGTAATGAATGAT 

TGCGATGAGGAAAAACTTAAC TACTATTTTTTCTTAATAGTGTTTGTTTTTGTTAGGATTTTC CACTTC ACTAAT 

GATAAACAAGCCAACTAGATTGCAAAAAAGTAGTCAAATATCTAAATGCTAATTTCATTTTATATATATATATAT 

ATATATATTTAATACTAATACAACATAATAATGTCCTTAAATCCCTAACTCTGTGTCTATTTACCACCATTGATT 

TTTAATCTCGTTTATAATCAATTTGATTAAGAAATCGTTTACCAGAACCATATTTCCACCATCGAGGTAAACAAC 

TATATATATTAGTATCAATGGTTCGATTTATTTTATCTTCTGATTGTCGAGAAACACAAACACATCTTTTAGAAG 

CCAAAACATCGTCAGCCAGAGGACATGCCAAATACGGTGCATGATAATATCCAATATCTTCAAAATGATGAATTG 

AATCTTTATCAGCCAATAAACTCAATCCAATGGTATGAACTGGAGCATCCCCCCATCTTTCATAATAAAACCCAC 

CCGTATGATCTAAATATTGGAAAAAAGTTTCATATGATTCATTACGGAAAAAATTCAAATTACCAATTTCAAAAT 

TCGACCAAAAATGACAAAGATTATAATCAGTTGCTGAAGGAATTAAATCCATATAATGATTTAAAGAAATTTCTT 

TACTTGTTAAAAATTCAATGGCATTATTTGGATGAAGTAATTCTGGATGTTTTTTCATAAATGATTCTACTG 

GCCAAAGATTAGGAATAGTATTTTCATATTCAGTAATGGCAATAATAAATCCATAAATTTTATTATTAATTCGAA 

GAAATTCAAATGGATCATATTGAAAATCACACATATATTCAACATTTGGTTCAACTCGAAAATACCAATCATAAT 

TCAATAATTTTTTTTGTTTATAAAAAAACCC AGAATTAAAATGACAC ATATTACGATAAGATCTAAC TC C ACCAT 

AAATAACATTAGTTTTAGAATTATCTAAATTTTCTTGTAATTTTGTTTCATTAATAAATATTGGTC 

CTTCGACAGGGATTAATTCATAAAAAGTTTCACCACTTGCCATTAATGTGGTTTTCTCCATAAATTCTTCAGTAA 

ATGGTTCATCATTAAGGAAAACCCAAGGATATTTATAATCTCGATTGAATCGATCTTCTAATGATCGCATTGATT 

CTAATGCTCCTTCTAATTCGATGTTTCTC ACTAAC ATTACCATCGTGGCATTTTCTTTCC C TATCTGTTTCC TAT 

TCTC TGGTGGATAAATTTTGTC TAAATATTGATTACTAGCTAATTTAGGTTGATCTTTC GCTAGTGGATTATATC 

GTTGATATGGTGGTTCGCTGAACTTTAACTCAGAAAAATAGTTCAAAACAAAGTAGTAGTAAATAGATAGTATAA 

CACCACTTATAAATGCAATCGAATAGCTAGTCATTGTTGGAGATCTGGGGGGGATGGTAATAGTCCAAAGTGAAT 

GTAATCTGTTAGATGTTAAAAATGAAACATAGAACAACAATAAACAAACAATTAACAGTAGTAGAAAAAAACAAA 

GGGGGCGAAAAAAAAAAAAAAGAATTAGCTTGTCGATGATTATGTAATATACGTACCGATCTGAGTCCCTAAATG 

CGAACCAAAATCTCATAGTGACCAAGCACGTGATATGCAACAGTTGCTAGCATATTTCATTAGAACAACGCCGAT 

GGTAAC TC C AATAAGATTTTAATCGATGTGTTGAATTTGAGTGATTGAAAGTGGTAAC AG AGAAGTCCTCC AAAA 

CATGTATAGTAATTTAGAAGTTAGCGTTGAATTTTTAGTTTTTTTGGTACTAAAATTTGTTGCAAAAATTTGATT 

CAAAAATATATTTATTATTGATTATGACATCTTGTTCTCATGGAATTAAAAATACACAATCACCAATCATAATAT 

ATAAACTACGGATATCAGTGATATAGTAATTTGCTTTAAGGCAATAAGTATAATGCCATATGTTTCAGATATGAC 

TCTCTGAATCATTTTCAAAAGAACAAAATGAATTAGACTAACAGCTCGGCAAAAGCCTTTTCCAATCTTACTTCA 

ATCTCCAATCAAAGATAAAAGACTAAAGAGTTAATCGTTAACTGGAAGTCCAGTCTTGCTTAGTTTGTCTTGTGT 

TGCAAAACCTATACTAACAAAGCCAGAGAGGCAAGACTATCCCTATAAAGAGCCCCAAATAGCTTTGCAATTACA 

TTC AAATTAACC AGTATCTGTTTC TTTGATTC AAAATTCTTGGAC AC TTTCAAC ATTGATATC GAATAATTGAC A 

CTTGATTAACATTAGCAACAAATACTTGACTAAAGAAGATCTAAAACTAATTGTTTGTTTGTTTGTGTGGTAGTG 

CATATAACTCAATTATTCCAATTCTACCCAATAATATTAAAGCAAATCCAATTACGCAAAATTTTTTTTTTTTTT 

TCCTGCTTTACCCAAATTCCAATATTCTTTTAATAAACTCCTAATAAAAAACATCTTGGGTTTTCTC TCTC TCTC 

TCTCTCTCCAATAAGCATACAATTAATTTTTTTTTTAGAAAAATTTCCCAATTGTGAAACCCAATCAATTAAAAC 

CCATAAAAAAAAATATAGACAACATTTTCCATCATCATCATCACCATCATCATCTTATCATTGTTCAATAGTAAA 

CTTTAATTTCAACTTTCTTCCTCCATTTAACACTTCACAATATACTTCACTACCTTTCAATATATTTATAGATTA 

C AATTGATAAAC AC AC C TAAC AAAC AAATCATAAACTATGCTTAGC AATTTTAAAATAAAAC C AC GC AC ATTACT 

ACGTGGATTAGCCACTGCTGCTGCTGACCCAGCTGCCAATCCTAATAGAGTACATGGTGGATTAAAAGATCAAGA 

TCGTATATTTCAAAATGTTTATGGAACTTATGGTCATGATTTGAAATCTGCTCAAAAAATGGGTGATTGGTATAA 

AACTAAAGAAATTATATTAAAAGGAGATAAATGGATTATTGATGAGATGAAAAAATCCGGATTAAGAGGTCGCGG 

AGGTGCTGGTTTCCCCTCACGTTTAAAATGGCAATTTATGAATCCGCCAGGTTGGGAAAAAAATAGTGGACCAAG 

AAATTTGGCGGTTAATGCTGATGAAGGGGAACCAGGTACT 
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YJL166W_homolog_l 93aa PathoSeq: 1..93(SEQ ID NO 656) 

GAPHPHTYMGWWGSLGSPKQKYITQYTISPYAAKPLKG 

NEYLYTKEGREELERVNV 

YPL271W_homolog 7123bp PathoSeq: 1..7123(SEQ ID NO 657) 

ACACCTCGATGCACCTAATTTGAAAAAGAAAGAGATCAAACAGGAAAGATTTGAAGAATTTCAAAAACAAGAAAA 
CAAAAAAACGTTTAAACAGAATCTTCGAACCATTGGAAGAATTATCAAATTGGGGAAACCAGATTGGAAATTGTT 
TGTGTTAGC C ATTGGATTTATATTATGTGCGGTTTTATACCCAACTAC AGC CGTTAAATTAGTGGGGTC AGTATT 
AGATTCATTTAACAATAACATAAAAGATAAAGATGGCGATTTAATTGTCTGG 
TGCAGTAATGATACCGTTTATGGCTGTTAGTGCCGTTTG 

AGAGAGATTAGTAGCCAGATTGCGTGCTAGAGTGATGAAAAACTTATTGCGTCATGACCAAGAATTCTTTGATAA 

TGATAAACACAAAGTTGGTGATTTGATCAGTAGATTATCGAGTGATGCATACATTGTCAGTCGATCAATCACATC 

TAACCTACC TG ATGGATTG AAAAAC TTATTATTTGGATTGTTAAGTTCATATATGATGTATCTGATTAACCCGAT 

GCTATTTGGAATGATGTTGTTAATCTCACCTCCAATAACAATTGGTTCAGTATTTTATGGTGAGAAAATCAGG^ 

ATTATCGACCAATTTACAAAATGCCACTGCTGGGTTAACTAAAGTATCTGAAGAAACTTTGAATTCCATAAAATT 

AATTAATGCATTTACTGGTGAGCAAAAGGAATTAAGAAAATATTCTACGCGTTTGAGAAGGGTAGTTGATGTTGC 

AAAACAAGAAGCATTTGCTCAATCAAACTATTCAGTATCTATTTATTCATTGTACCACACTGGTTATTTGGCATG 

TGTGGCCTTGGGAGTTTATTTGATGACAAAAGGTACAATGTCAGCTGGAGATGTGGTGGCATTCACCATGTATCT 

GGAATTCTTCAATTCAGCATTATACAGTTTAACTACTACATATTTGGAATTAATGAAAGGTGCCGGTGCTGGTGT 

TAAACTTTTTGCATTGATCGATTATAAAAACAAGGTCCCTGCTATCCAAGGAGAAAAAGTGACTACATGGAGACC 

TACTTCCGTCAAGGACGATATACAGTTTAATGATGTCACATTTAGTTATCCAACACGTCCGAATCATACGATATT 

TGACCATTGTAATTTCAAGATTGTTGGAGGAACTAGTACTTGTATAGTTGCGCCAAGTGGTGCAGGAAAGTCAAC 

AGTTGCTTCGTTATTGCTCAGGGCTTACGATATACAACTGGGTGAAATTTTAATTGGCGGCAAAAATATAAAAGA 

TATTCAAGTGCGGGATTTGAGACGTTATATTATCGGTATTGTTCAACAAGAACCAGTGTTATTGTCAGGGACTAT 

ATTGGAAAATATTGTTTATGGGTTGACTTC TTCTGAAATCAAC AGGTTGAC AATGC AGGATATTATC GATGTTTC 

CAAACAAGCCAATTGTCATGATTTTATTGTTACTTTCCCTGATGGATATGATACCATAATTGGGAACAGAGGTGC 

TTCATTATCAGGTGGTCAAAAGCAACGTATAGCTATTGCTAGAGCATTGATTAAAAGACCCAAAGTTTTGATTTT 

GGATGAAGCAACTTCTGCTCTCGATTCAAAATCTGAAAGTTTGATAAATGAAACATTGAAAAATTTGACAA 

AGGGTCAATGACAATAATTTCTATTGCCCATCGATTATCAACAATTTCCAAATCGGAGTTTGTTGTTGTGCTAGG 

TAAATATGGCCAAGTCGTTGAAACAGGGAAATTTGTTGAATTATTTAGTAATCCTGATTCAGAGTTGTCGAAATT 

GTTAGATGAATCTGCAACTTCACAAGCAGCAGCGGATCGACAAGAGGAAGAAGAGGAATTACAACAAGAGAATCG 

TCATAAAACTCAAGAAGATGAACGAGAGCATATTAATCGAGAGGCAGAAGAAATCGAAAATGAACAAATTAAATA 

TAGTAAAGCCAAGAATCTAATTGAATCATTGCCACTGGATATGAAACAACAATTACTTACAGAAATCAATATTGA 

AGAAAAACACGCTGATTAAATTGAGTTTATATCTTTCTCCTTGGCCCGCTTTATATCATTCATGTAAATAACTTG 

AAAATGTACCTTCTTATTTTTTTTTAATTTAGATTAGAAATAGCAAAAAAAATTTATAAATATATATTTATTCGT 

ATTCTTAAAGACAATTCAATTGTATCATTTGTCATGACTGTATTCTATATCCATGAATTCTCTATCTTAATTAAT 

ATTGGATTTGAAAGATCCTAAATGAAACATATAAAAATTCAGTTATAAGGAGGAGGCTGTGGGAAATTGTTTAAT 

TATCAGTTGGTTTC AATGC AACTGGTTCACCTTGTTTACCATCTTTGAAAGTTATAACTTTGGCTTCAACAAATC 

CTCTTTTTTCAGCAGCAGCTTTGAATTCTGGTTTTAAAGAGTTTCTTAAAGTTTGAGCAGCAATTGCTAAAGCTT 

TGTTTAATGATACACCAGCTTGTTTGTATGCAGACATGACTAGTTGTTATTTATTGGTGAATAGATAATGAATAC 

TGTGGGTTGTGAAAATGTAAAATATCTTCAATTGGATTGAAGTTTTTTTCTCCTTCTTTGATTCTTTGTTGAAA^ 

AAAAAGTTCGGATTACTTTTTTGAACATTGAGACACACCCAAGTTTTTTATTGGTTGAGAAGATTCATGCAACAT 

GGTAGCTTTTGATTTTTTTTGTCCCCTTTCACACGTCTTTCTATTATGAATCTAAATTTACTATTAATTACTATT 

GGATATTACTATTTCTACAAGTCTATATATTTAACTAAGATTTATGTTTTTGTTTCTGGTTTTGGTTTTGATTAT 

GAGAGGCATTACTCTTCTTACTGTTGACCCAATTGATAAAATCGAAAAACAAAGAAGGTTGCAATTTGCTTTCAG 

ATTGTAAACACCATTGTTTTAATGAGTTGCAATAAATTTCAACAATTGCTTGCATATTTGATTCATCTAAATTCA 

ACAAGTTTTTGGCAATGATAATACAACTTTGATTATAACTTl'GTACAACTGATTGATTAGATGGTTTTGTAGTGT 

TTGCCTTTGTTTGTAATTCCTCAATTAAATTGATTAATTGATGGTAATATTCCGATGGATCATCATTATAATATT 

TCTTTAATTCTTCACTGTCAATTTTAGTTTTGGAGATTTTATTTCTCAATAATTTATGAGCTTTAACTCCCAAAT 

TTTTATCTAATGTCAAATTCATCAAATTAATCAAAGGTTCAATGAATGCCAAATTAAAATGCAGATTTACTGCGA 

CTTTATTAAAAGTCTCTAATAAATCTAATACTCGATTC^ 

CC AATTTACGTTTGTTAC C AGTGGC CAAATTAGTTATTGTGTCCTGTC GTTGTTTGAAAATTTTC GATAATTGAT 

CATCCATTGCCATCATTTGTTCATCGTCCATTGAATCAGATTCATAATCATCATCGGAAGAAAGGTCATCTAACT 

C ATC AAATTTAAC TTC AC CTGATTCCTTGGTGGGGATTCCTAAAGCTTGAGCTAGTTTTAAATTAGTTTGTTTGT 

CAATTTCAGTGATAGTATCTTCATTGTTGTCTGACTCACTGACATTGTCGCTGTCGTTGTCACTATCACTATCAA 

TATCACTACTGCTATCATTCTCGTTGTTATCTTCGGCTTCTTCGGCCGCTTCATCCTCCTCCTCGTCTTCTTCAT 

CACCGTCACCTTCTTGGAATTCCCCATCTCCCTCAAAAAGTTTTTCTTGACCTTGTTTATTCTCTTTGGCTTC 

ATACATCAAATAATAGTTTAAAACATGCTTCATTGACACGTAGTTTCCCGATCTCATCAACTTGACATAAAAAGT 

TTTCCCAAACTAGAACTGACAATTTTTTAAATAAAGTAGATTTTCTTGAAATAAAACTCAATACAATTTCAGTCA 

ACACTAAATTATCATCTACTTTGTTGTCATCTTCTTCGTTGTCATATTTGTTGGCGGTAGTGAATTGATTTTCAA 
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ATACTAATTTCAATTCATTAATCACCTGGATAGTCTCTTCATCTTCCATATACAATTGGATCAAACACATTGAAA 
ACATTAATTCAAAAATATACAATTTATCTGAAGATTTGGTGTTTAATTCAATGATGGTGGATAATAATTCTTCAG 
TTTCTTGTTTAACTATAGATATTTCATCATCAAATTCAACAAGACATTTATTTTCTGGATCTCGAGATAATTTGT 
TAATGATTCTATAACAAAATGTTGACCAAGTTTTATAATTTCTATGGGAAAGTTTTAAAGTGATAATTTCTGATA 

atattgaattgaatttttctttacaaatagattgtaaaaattttgatattttaat^^ 

AATATTGAAGTAATTTTGTTAAAATAGATTCCAAAACAGTATCAGATAATTTGTGTTGATTATTGTTATTATGTT 
TAATTAAGGAAACAATTTTATCCAAATACCATTTTAAAATATTATC 

CATCCAAAGTTGTTTGAGTTTGTAATTTGATAGTAAAATTCTCTAATAAAATATTGATATATTGATTAACATTTG 

TTTTTATTTGTAAAATTTCATCAATGGTATGAGATTTACTAATTAGATCAAAATTCCAACATCCACCTTTAGATT 

CATCTAATAAACACAGTAAAACAATAGGACCCAATTCAGGCTTGGTTTCTCGAATGGTTTTAACAAAAGTTTTTA 

AAGTTTGTTGAGCAATCTTGTATAACATTCTCGTTGATGATGCATGTTGATTGATTAAACATCTCATAAAATT^ 

GTGTAAATAAATATTGAACCAGTGAGGTTGTCTCTAAAGATGTGACAAATTTAGTAAAAATTTCA 

ATTTAC GTTC ATT AG ATG ATTTTTC TGAAAATAAAGTTTC ATCAAC AAC AAC TTTC C AGAATTC TTTT AATG AAA 

TATATTCTGGTTCTATTTTAGCACGTTTATTATTATGCTTTGGTGATGTGGTTTTCTTTCTC 

CCAACTGATCTTGCATTTCATCTTCAACATTTGAATCATCAGCAACTTGATTGAATTTGGCAACGATTAAATCCC 

ACACAAATGGTAACCGAGAATTCCAACTACTCTTTTGTTGATTTTTCTTCTTTTGGTCATCCCCTGTTTCTTCAT 

CACTGATTACTTCGACATCTTTTAAAACTTTAGCCAACACTGGTAAATTTC 

TCCAATTTGCTTTCATATTAGTTACATTTTGTGATAATTGGGCACTTTGAGGAACTGATAAATAAATTGCTAAAC 

CTTCAGTTGACAAATTCAATCCCAGATTATTAACCATATTTAATATCTTGATATAAATTTTCTTACTATATTCA 

CATTACTATTATCTAATAATTTTATAAATTGTATCAAGGTGAAAATTCCAGTTTCTCTAATCCAATTTTTAAAAT 

TACTCAATTCCATTAAAATTTCAACAAATTGTAACATATCTTCCGGTTCACTTTTCAAAATAATAATTTGAGAAT 

TAATTAATACTTGTAAACCAAATAGCCTACCAAATAAAACTGCTCGTTGTTCTTTACCTTTCATTGAACTGGTTA 

ATTTTGTAGTTTCAACAAGTAAATCTAAATATTTCCCAACAGTTAAAGTTCCCCGATTATTTAATTCATTGACAA 

C TTC AGTT AATGCC ATACTAAAACC AAATTTTGCTGATTGTCTAGTAGTTAAAATCC CTTTAAGTAATCTATTC A 

ACGCATATGACCATTCTTCTTCATTATCTGCAGCAACTAATTCTGAAATTAACAGAGTGGCTGCATTCAAACGTT 

CTTTGGGTAATTCAGAACCCAATTTAAAATAATGATCTCTCAGGACTGCCATATGGTCTATAAGGGTTAGTTTT 

TAGTGAGTTTCAGTTATTAAGGTTAGTTGGTGGTTGGTTGTCATTTTTTTTTGGTCC^ 

TTTCTCTTACTTCTCGATGCCTCC AACAACC AC GGACCC AC CCATCGCAGAAAAAAGATTTTATGGTTATTACTT 
CTATAiSTTTTTTGACGCGTTTAACTCTTAAACATCGAATATTACATTATGTTGTCTACAAAATTCACTCTACGGT 
CACATAAATCATCCGTAGCATATATCTATCAAGATCCAAGAACTCCTTTCAATCTTTTCACGGCAGATTCTTCTG 
GGTTAATAATCAATTGGGATTTAACAATCCGTCGACCTAAAAAATCATGGCAAGCTCATACTGATACCATACTTA 
CGATATCAACAATTCATAATCATTTATTAACCCATTCTCGAGATAATACCATTAAGATATGGGACGAGTCGTATA 
GCTGTGTTTTGGAAATACCTTGCAATGCATTGAATTTTAGTAATATTTGTATTATATATGATTTATTAATTACTC 
C TGC AAGT ATC AATTC TAATAATTTGGATGTTT ATAAAATC GATAAAGATTGGC AAATT ACAAGATTAATATCGG 
ATTTTGATGTTTATAAATTAGTTAATAAAGGTGAAATAATAGAAGAAATTGGATCTTCTGGAACCAGTCGTAATG 
ATTTTGGTATAATAATGCAAATGAAAATCATCCACACTAACACCACTACCACCACCAGTGAGAACAATTCTGATT 
ATATCATTTATGTGGGCTTTGAAAGTGGTGATATTGTAGGGCTACAGTTGATATTACCACGGGCAAGAATATTAT 
C AACTACAGGAAAC ACTAATGATAAAAC CC TTATTAATCAATC AGCGAAATTTATTCTTC AATATCATAATTCAA 
CTCATGTCCCTAATCCAGTGATTTGTCTACTGAATCTAGATTCAGTGTTAGTATCTGGATCAACAACTAATAAAG 
TGAATATTCATAGTGATCCCATTGAAATAATGAAAATGGATCATTCAGGAATTCAAGCAATTGTTTACTTTAA 

YPL271W_Jiomolog_l 50aa PathoSeq: 1,.50(SEQ ID NO 658) 
MSAYKQAGVSLNKALAIAAQTLRNSLKPEFKAAAEKRGFVEAKVITFKDG 

YJRll5W_homolog 81440bp PathoSeq: 1. .81440 (SEQ ID NO 659) 

TTTGATATGATTAATGAGGTTTTAGGAATGGTAATTTCTGAAAGTTTTGGTGAAGTCGACATTATTGATAATTAT 

AAAAAGGTTCTGATATGATTGAATATAATAAGATAAATGAATTGATTAAGATTAATTGAGCAAATAAAGAGTAAG 

AAAAAGAATAATTGGTTGATTTGGGAAATAAGGAAAAGGAGTGGGGGAGGAGGAGGGAGTAAGAAAAACTTAAAT 

ATATAAATGGTGCCGTATAGAAAAAATAAAAGGGAGGCGCATTCAAATTTTAAACACAGGTTAAATTGTTGCCGC 

CAAGATATTGTCGCGGAGAGCACAGTCGGGGTGGTAGTAGTAGTAGTATTACTGGCGGTGGTGGTGGTGCGTGAC 

CCTATTGTGTCGCAGTGGGAAATATTGGCATGATTAGTAATAAACTGCGGGCTACTATGATTGGGTGGGTGTGTA 

AATG AC CTC AAGGAC TAGTTAGTTAGC ACC AAAGAAAAAAAAAAATAATGACTGTGAATC AACTC AGCTTTAAAC 

TCATTTCTTTTTTCGCAATTTCAGTGATCATTAATTGTTGAAATATATTTCATAATGTAAAGAACAACCAGGGTT 

GAATTGTC C ACC AC AATAAGTAC AAGTATAGCC ACAATTGAGGTATTCTGTAAC GGTTAATTCATTC AC AC AGTT 

ACCACAAAGTACAGCCTTGGTTGTATTGTCATTTTTATCGAATCGGTCTGGTTCATGGTTAGTTGATTCTTGATG 

GCATTTAAAGCATGGATAATAATTGTTACAACATTTGAATTTTATAGCAATGATATCTAGTTTAGTATGATAATG 

AGTACATCTTGTGTGGTTGTCGACCAATTGTCCTATTAGGGATATGTTGGGAGATATTTTTTGAATTTGAGATTC 

AGA1TTTGTCATTATGAAAGAAAAGGGAACAAACAAACAAACAATTGTGTGGATTTTAGTTCTGTTTTGGA 

GAAAAGTTGTTTGAAAGAAAGTTTCTGGGTTGTTGGTCAATCTTTAAGGGTAAGTAGAATTGCCAATGTTTCCAA 

ACAATGATTTTTGTAATAAGAAAAGATTACTTAGTAATTGTTTAGTAGACTATTTTTTTCCGTTTGCCTTTTTTC 



WO 02/064766 



PCT/EP01/15398 



203/251 

CGAAGTGTAGATGAGGAATGACTGTAAAGTATTATATTGAGCATCATCAAGTACTTATCTTCACACGTCTAACAA 

ACAGATACAAGATAATAGGCATGTTTCATATTACGACTTTACAAGCTTTTTTTGTATTCCAATACAACAAAGATA 

AAACTACTGAAACATAATTGACCATAAAAAATTATGATCTATTCCAAATTGGGTCAATTCTTTTT^ 

CTGTTTACTGAAATTAACGTTCAGTATTTTTACAGCTCCACATAATTAGTAAAATGTGCAGAGTATATGGTGAAA 

AACTCTTTTCTCTATGTCTGGCAAAGTTACTTTTCCACAAGCTTTTCCATAATGTTTTGTAAGAAAA 

AAATTTAGTTAGTAGATACGAGTTTTTCTCATTAAAATGAAAAAAAAAAAGC GACTAAAC ACGTC TAGATC ATAA 

ATCAAAAAAAAAAGGGGCTCTTCATGAATTTACCCTTATTTCGGAAAGAGACAAAAACCTTGATCCTTTCTTACA 

AAACTTTGGTAAAGTAAGTCATAACACAAATCTAGAACCTTGTCAACTTTGTTAACGTTTATAATTGACAAA 

TAATAATTTATCCAACAATAATAATACGCGTCTCATCATGGGTTTTAAAAATACAAGAAAAATAATAATTTAAAA 

TTCCTTTTAAGTATACCTC ACAAC AAC CGCATATGAATTGAAATATGAAATTAATATTTTCCATTCGTAACTTC G 

CTTGTCAAATTGAAAAAACTAGTAACAAAAAAAAAAAAAGAAAGAATACTTATTGTCTATTTCGTTAAATTAATT 

TTGATATGATAGATTGTGTCCATTTGGAATCCAGGACTAATTTAACAGAAATATCACAATAATTAATTGTGTAAT 

AATAACAACAACATACTAAAATACAAGTTACTAAAAATTACTCAAGAATTTGCTCATCATTTAAGCATCACACAC 

AAAACCTATTGAGACC AAATAAAAAAATAATTACTGTATTGAATAATCTGGGC AC TACTACTACCTAC TACTACT 

AATACTATGAAATTAAGTGTTGCGCGTCAAATATATTTTGAAGTTGACATGTTGAATATCTATATTTCCTTTCTT 

ACTAAAATATAGATATAGATATAATTATAATCACTGAATTGATCTAGTTATTGTTAAGTGATTTCAATTGTGGTT 

TTGTAATGTAAAAAGTAGAGACATAAGTAAACATATCAGCATTATTATGTATACCCAATTCCATATTCCAACTAG 

AAAACATATAAAGTTTATACCTCAGAAGGATACAAAAAAAAAAAAAAAAGATAATACG^TGTTTCTGATTCTAG 

TAGTAATGTGTTTTAGTTTTAGTGATAAACTTT 

TTTCTTATATATGAATTAGTTAAAGTCTTACTATTCTTTAGATATTTTGTTCAAAAACAATAAAACACAAT 
ATTCATAGTAGTTGAGTTTAATAGATTGAATAAGGCGTTTCTTGAAAAT 

TACAATGAATCCCCTCCCCAAAAAAAAAAGTCAATCAATACTATATACAAAAGGTAATATAACACTATTATGATG 

GGTCTAGAAAAGGK3TCTTGGAAAGTGGGGCTAAAGTTTGTAATGATAAGTTGCAACTAGAATCAGCCCATCCCTC 

TCTCTCCTTTTGTTACGAGCTTATTTTCAAATCAAGGTTTTAGTTTCTTTGTTTGAAATTAGTAACTTATTTTAA 

TAGCAAGAACAGCTAAAAGTTTTACCATTTCTTTCTTTCTTTTTAACTAATTATCAATCTCATATTTAGTTGTTT 

TGATTTATTGTTTTGCAAATAACAATTTAACTGATTGTGTGTGTAAGATCTAATCTGTTTAAAACCTCGAGTAGT 

AGTTGAAAAAAAAGAAAAGAAATTACTAATCAACATTAGGCTTTGAATACAATATAGACACTAAATAAAACAACT 

AACAAGCAAACCAAAATTTATCCTCCGCTTGTTATGATAAGTTTCAAGAAACTATATTGTCCTGTAATTATAAGG 

CCATAAAGGAAATAGACAATGAAAGAAAGAAGGAAAGAAGGAAAGAAGGAAGACAGTTGTCCACATTGTAGAGTC 

ATTTTCATTGTCATTTTCACCACCAGGGTCAATATTGAGCATTTATAATCCTCTCTTTCTTCGTCAAAGTAGTAT 

CTTTTTCTCTCGCTTC GCTTATGTC ATCTTGATTCAATAAATTAATCCGTAATTGACATTAAC GTAATAATAGCC 

GTAGCTGTATTATCACATAATGTAAGTAAAAAAAGACAAAGAGTTGTATGG^ATTCTTTTTATTTTTTTGCGTC 

TTGTGAGGACTTTGGAGATTTAGACTATTAAATTTTGTGTTTTAGGGAGGGCTTTTGATTCTAGGTCTACTTGCA 

ATTGTTACACATGGTTTTTGTTTCGATTATTCCAAAGTATTGAGATATTTATGAAACGAAACATAAGAAGATATG 

AAGATGAGTTTACATATACGTATACGCATATTTCAAAAAAACAAAAGATAACGTATTGATCATAACCACTTTAAC 

TTTAATTTACGAGCAATATATAAATATATCTATAAATAGGTGCTAGAGATGGTGTGTTGAGGTATTTACATATTT 

ATAGGGAAAACAAAAAGGGGGATCTACATTTGAGGCTAGTTAGACTTAGATTTAATCTTGAGAAATAAGTAACTC 

TCCACCCCTCCACCACACCCCTATTCTATTCTGTCATTTCAACCCACACTTTGAAAAAGGATAATTATATTTCCT 

AACATTCCTTTGC GTGTTTACC AAGAGAACAATGGAAAAGAATGATAAC AAGACGAACGGC AC GGAGAATGTGGA 

AGAATAAAACCACCCTCCCTTTCAATATATAAATTTATAAAACAGAAAACAGAAATAAACTTATTGTATTCAAAA 

AAAAACTACTTCATAACATTTGTTTTTATTTTAAAGTGATAATGAAACAGACTAAATTCAAACTTGAACTTAAAT 

GGAGATTTC TTTTTTTTTCTTTTTTTTGGAATTTC TTTTGGTTATTGTTGTATTC ATC CC TTTAATTGGGGATTG 

ATAGTGAAAACCAAATTCCAATTCCAATTCCAATCACTTTTAAATATATTGTTGTTAAACAAAACAATATAGAAG 

AGTAGAATAAAGGAAAGAGGTGGCTGTAATTCTGTTTGGTGATCATGATGATAAGGTGTAGAGAGTAGTAGTAGT 

GCATAGGTACGATAAACTTGCATCGAAAATGTGGGTATGAGACTTTTTTATTTAGGAATTGAAACAATACCCAAT 

ATCCCAAAGAAACTGGGAAAAATAATAAGAAAAGTTAACATTATACTACTACTACTACTAATAATAATAATAATT 

ACTTACACACACACACATAGCAAGCACACATATACACAAACTTAAACCAATACAAAGCTTTTTTTATGGCTGATA 

CAACACACATGCATGCAAAGCTTGGTCTCGGGAGACATACAGAAATGGAAGAAAAAGTCTATTTCCGAAATTGTT 

TTTTTTTATATATATTTTCATCAAATCATACCGATCGCCCACCCATGCATGCATAAAACTATATTTTTAATGTGT 

CTTGGTAGTTAAGGTGAATGAATGAGTGAATGTTAACCACGCGTCTTGTATATATGTTGTATTATTGTTTCGTTT 

GTATGTTACGTATATGTTACGTGTGTGTGTGTATACTATTATTATTAATCACTATCATCATCTATACTTTTTTTT 

TTTTAAACAATAAAATCAAAAATGCTCTATTGTAGATGTTGTTTCTTATTGTTTTAAAAAAGATGTTATAATTGT 

TTTTTC TAAATTTTAC TC AATACTATATTTCTTTCTTTTTTITTAAAAAAAAAAG AAAATAAATTTTATAGATTA 

AACAAAGACAAATTTAAGGAATGAGAAATTTTACACTAAATGCAATTAATAATGTGCATTATTCTTATTGTTGGT 

GGAAGTGGTAGTGGTGATGGTGGATTGTTGATGATATATTATATGCATTAGAAAAAACGAACACAAACGTGTTGT 

ATGCATAATTAATTGACTAATTAGTTAATATCAATTTCTTTTTTTTTTAAACAATGTAAATCTTAACCTTTTTGT 

TTAATTTATAGTTGTAGTTGTTATGGTTGTAGTAGTAGTTGATATTGATGTTGTTGAGTCAAAATTTAAATTTAG 

ACTAGTTATTTTTTTAAGATATTGTCAATTTAACCCTTTGTTTTGGTATTTTAGTAGTTTAAAAAAAGA^ 

AATTTATTTCTTGTCTATATTGTATTTGTGATCCCTCTC TTAACTAAAAACTAAC TAAACCC CCC C AATGCCATA 

TATTAAATCTCTCATACTCACCCTTGTGTAGTGTAGTAAACTATATTATACTATATTATACTTGGTGTGTATATG 
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TGGGTGTGTGTCCCATAAAGGAAATGATATTAAACATCATAAAATACATATTATTTTATTTTTAACCTTTTGTGT 

CATTTAACTTTTTTTTTTTTTCCCACTTTCTTTTTTCCTTTTTCTTTTTCTTTTGGCTCTTCGTTCCCTTTTCCT 

GTTAAAATTAC AC T AAAGAGCC AAAAGAC TTTTTTTTTTTAATATAAATATCC ACAAGAATTCCCTGC AAGATAT 

CTC AAC CACC TTC AAC AAATTATTTTATTTTATTTAATTTTATTTAATTATTAAC AATCCTTC TTTTTTATTACA 

CTTGTTTTCC TTC ATC TTTTGGTTTTAATATATATATATATATGAATAAC AGCCC AACTCATATTC ACTTGATTA 

ATTATACAACTCAGTTCAACTCAATGTTACAATCTCCATTTACATATACTTCTAGAAAGAGAAGACACTCTAATG 

TATCTTCATACCCAACTGTCACTACTACTTCCACCACTGCCACCACTTTCACTTCCACTTCCACTTCCACTTGCA 

CTTC CACTAC AC ATTCTTC ATTGAATACC AAC TTACCAAC ACCAACATCAGCAAC AGC TCCAATACCAAGTCCC A 

AACGACAACGCAAATCTAAAGCTGCTATGTCGGTATTAATTAATAAATTATCACAAATGCAATCAAAAATTGATC 

TTTTACAAGATTGTGGATTAAAATGTGAATTACAACAATTGATAGAAGAAAGTGTACAAGAATTGAATCAAGAAC 

CTAAATCAATACATATGAATATTCCTCAGAAATCATTTAATGAATTTATATTAAATACTCCCAAATCATCTACAC 

CTTTAACATTATCTACACAATCAACATTAATAAAGTCATGTCGGGAGGAAGTTTTCCATACTATAGATGATGAAG 

AACATAACAATCTTATAGAAAATTATCAAATATTTGAGACTCCTAAAGAGAAAATCATAAATTATGACAAGATAA 

C TAG TCCACC AAGAGCTCC AAGAC AAGAATCATTATTACCTGGTTTGAATTTTCCAATATTTGATAAAGATGAAA 

TTGAATCTGCTGGTTTAGGTTTTTGAAATAAAAAAAGAATAATGAATTGATGTCATGTCATGTCTTGTCT^ 

TGTTTGCATTTGTC ACGTTTTGTTTAATTGACTTAAACAAAATAACTTTCCC ATTCCTCC CTTCC CCCTC TCCCC 

TCTCCC CTCTCCC CCC AAC ATACC ATACC CTTATTTTTGATGATG ATGATGATGATAATAATGAAGCTC ACAGAG 

TATATGAAGATTGACTTTTCATAATCCCAGAAAAAAAACTATTAAAACAAGAGACAAGTAATTAATGTTTGTATC 

AATTTTTTTC TTC AAC AAAAATTC AATTC AATTTAATTCTATAC TTAATTTCGAGAGTTTTGATAACCC ATAATA 

ATAATAATGATAACAATCTACATTTTCTATTGTTTAAATGCTATTTTCATTTTAGTTTGATTTTGATTTCGATTC 

TGTTTGTCTATGTATTCCTTTATAGATTTTTTTTAACTAATAAACAATCTTTTTTGTTTCTACTATATGAAT^ 

TCTTCAAAGTCACTGCTATAGAGTTATGTGACAATTGGTAGTTTGAACAGTTTTTGAAAACGATAAGGTCGTATA 

GCACAGTTACCTTACCCACCAATTTGATGATTCTAGTAATGTAGGACAAAGTAATAATCTGTAATATAGCCTAAA 

AAAATTATAAGATATGTAGAAAGTGGAAAAACTTCTTTTGGTGTGATTTTGTAAACTTATATTAAAATATCTCTT 

GGTTATTATTTTTGTTACCACCAAATCATGCTCTATTTTGTATCATGATATAAAATCTTTATGAACTATTGACAA 

AAGCGCAATAACAGAGAATTCACCTTCTCTAGTGTTGATTCTTTCAAGATGTTATAGAATATAATTTGTTATTTG 

TAAAAGTGTTGTTGGACCATTATTGATTAATTAACTCCGTTTTTTTTCTTTTATTGATATATTAAGTATTCATTC 

TCGTC GTATAGTCTAC GATATAACTAC AAATGCATTAGATC ACC AACTAAAC AATTGATTTCTTCGCCTCCTTTT 

CCTCTTCCTCC CC TTAGAAACGC AAAACCTCGCCTTAAGGGAATAATTAACAACTAAATAATAAATC ATGGCGTT 

GTTGTTGTTGTTGTTGTTGATCTGGACAACCAATATCTTAATAATAAAGCAACGCGTCTCCTGTGTTTGTTGTTA 

ACCCGAAAGTAAATTGAAATCATGTAATAATATAAATATTATACTTTTGTGGATCCCCCCCCACCAGGAACCAAT 

TGGTTTTTTGAGTGAATTTCTGACGTGCGACATCCCCCACAAAATTGATTTGACGTCCAACAATCACACCCTCAC 

TTTTCAATCAGGGTAGTACATGGTGTAGTCCCTTGATGGTCCCATACGCGTATCATTTATTTCTATTTTGTTGGT 

CCCTATCTAATTTTTTGTTGGGAGAGGGGGTTGGTTGTGAGGCACTTTATTATTTTTCTTGGACGTGATTTTAGT 

TTTCCTTTTTGAATTACATCAATAATTTTTTCTTAATAAAAATTATCATAAATAATAATTGATGGTCTAAATTGT 

GATGGTAACCAACGAACATCTAAAGAAATTGTTAATTAATTGTTATTGTGGTTGTTGTTAAGAGAGAAAGAATGT 

AAGTTTGAGTTAATTTTAGACGGTGCTTTTTCTTCTTGTTAAATTAGTGATAAATTAGTTTCTCATAATTCTCTT 

TGTTCTGATAAAGTAGTAAATGATATTGTAACCTAATCTAACATTACTTAATTGATAGTGGGGTTCATTATAGTT 

AATCCTTAGTGCATATTAACATAATTTGTACAATGATAATCTAAATTGATTTACTAATTTGATTTCGATTTTGAT 

TTTGATTTAATTAATTTTTTCTTTATGAGGTGAGATGGTGACGTTGACAACTGGCTTTTTTTATAATTAAAATT^ 

CTTACACACACATCATAATTCATTCAATTTAACTCTTTTTGGAAATATCAACCAATTTAAATAAAGCATCAACGA 

CTACTGTCTTGCC TTAAGTTC AAAAAAATACCAC GAATCTAACC ACCC AAC AAAG ACCAAATC GGATTTGATAAA 

TCTTCCCAAAATTCCCAACACGTTATTATTATTATTCCAAACCATTGTTTGTGGATCAATTGTTTTTTAGTTTAA 

TCTGGATTGTATTGTGGATCGAAAGGGGGAGGGTTTGGGAATTGGCCATAATCTATAAGAATAATTCCAACAAAA 

ATTTTAATGTAAATATTAACAAGTAGTCATGTAATACTTCTGTGGTTAAATAATTCTACATACAAAACATGTGGA 

AAGGGAAAGGAGGGGGGGTGGCAGGTGATATTGTCCCGTGATAACATAAGATTTCTGAATCTATCTTGTGCTAAT 

TGACCAAAAATGTTATTGTTTGACTATTGATCTCTGGATCAATATCCTCTAATTTTTTTTCGAAACTAAAAGTAC 

GTATATTTACATCACTCATTTCCCAATACAGTATAAATTGTATTAGTCTATTCTCTCTTACTCACGTTTGATTTA 

TATTTTC ACTGAATTATAAATGTGGGGTTATAAGGGGGC AGGATCAAAACATCTTATTATCC GCCTCTC CC CTTT 

TATTTCTTTTTAAAGCCTCCTAGTGATATTATGTTAACATTGATTACACTTAAGAAAGAGTGATAGATCTAACAC 

AACTAAGATAAAACTAGTAATGTGGTAATTGATTGAAGTTTTGGGAAGAACATACATTTGGTCTTCATTATACGA 

GAGAGAAAAAGATAAGCAACTACTCTTAAAATGAATCTAAAATGAAAGGCTGCTAATGGGTTAAAGAGCCAATTG 

CCGGTCAAACATAATACATTCTTACCTTTTCAATAAATCAACACCTAAGAATTCAACAATTGATTTACCAGCAGC 

AACCACTTCTTCGTCAAAATACCTCCGACCAGCTATTTGTAAAGCAATTGGGGCACCACAACATTCATCAGGTTT 

ATAACTATC ATTTTCCAATTC TTCC ATTCC AC TTC TATATTC ATATTGTAAATC AGATTCATTCC AAC GATCAAT 

TTC AGGATCTTGAAATAATCC TGTTTGGAAAACCAATGCTGGGAAATCTAATAAATTATAAATC AAAG TAT AAGA 

TTCATTATAAACTTTTTCTCTATGTGGAGCAACATTATTATAAGCAGGTCCAAGAATCACATCAACTTTGTTTTC 

CACCATAAAATCACTATATTCTTCTCTTAATGTATCTCTTAATCTATTCAATTCTCGATTCTCAGCTACAGTATA 

ATGTTTGGCTCCATCACCAAGATTCAAATACCATTTCGTCAACTTTTTTAATGGTTCCCCTGATTGAGAAAATAA 

TTGACACATCAGATGATTCCCATCAGCATTTGATAACTTAGTAGCACAATCATAAGCTAATTTAGAATTCGTTAA 
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TGGATGTGTTGrTGTCGTTAATTCAATGATTTTGGCACCTTCATTTTGCAATTTTTCAACAACAATATC 

TCGTCTAATTGGTGGGGATACCCTAACTACACCATCATCTCTAACAACAGCAATAGTCAATTGATTGATTTTTGG 

TGGGCTCATATCACGCCAAGGAATTGGTAAACACCACGGATCAAAATTCCAGGGTTTTCCATCATTTATATAACT 

TTTCATCCATAGTTCCAAATCATCAATACTTCTAGCAAGTGGTCCTATTACACTTGGTACTGACTCTTGACCATC 

TGCCCC ACC AGCTATTCC TC TAGC AGAG ATTCTTC TTGTGCTTGGAC GTAATC C ATGAC AACC AGAAAATGCTGC 

TGGAGATCTAATTGATCCGCCAATATCACTACCAACTCCCAAAACACTGCCACCAAATGAAACAACTGCTCCTTC 

GCC AGAGGAAGATCC TCC ACTTGATAATAATAAATTATATGGGTTTTTAGTAAATC CAGTTATATTATTCCCCGA 

ATC C AAATGTAAAAGCGCTTGTGGTTC ATTGGTACGC ATGTAGAATACTGC TC CTAAC TGAGATAATATTTGAGT 

AGTGATAGCATCTTTTTTTGGTATATTATCAATCATGGCAACGTATCCACCATGAGCAATTTTACCTCTTATACA 

AATATGTTCTTTAAGTGTAATGGGAATACCATGTAAAGGCCCAACTAGTTTATCATTTTTTTGTAAATATTCATC 

TCTTTCCTGGGCTTGTTTTAGTCCTTCTTCAATGAAAATATCTACAGCACAATTGGTGAATTGGTGGGCAATGAT 

TGCTCTCTTGGCAAATGCTTTAAATACTTCAACAGCAGTATACTCTTTGGATGCCATTTTTTTCACAAGTAACGT 

ACCCGGAGTATCGGTTATCTCAAATTCCTTCTCCGATAGCAACTTTTGTGAATATAAATAATCGACGGCATTGAA 

TTGATTGTTGGTTAAAATATCCAATGATTGTGGTAATTCAATCAACAATTTTTGTGGTGTAGAATTGGCCAAGTT 

AAGCCGGTATTGTTCAACCTTGGGTAACCAGTACTTGGTGTACTTTTCAGAATCCTCATAATTATCAAGAGGATC 

TTTTGTTAATAATGAATAAAAAAGTGAGTCAGACATGAGCCAGGAGGAAAAGTATTAAATGGAGTGAATTACTGA 

TTTACATTATTGTGGGGGAGCAGAAGTACAGCAATAAATATAGTTGAAATATTATGGAGTTGAACATTCCTTGTT 

GGTACGCAAATAACTTCCATATTTGGATTTCAAACCGGTTTTCTTATCGTTGAAAAGCTAAAAAAAATTAATTGC 

GGAACTGTTGAACCGCTTGGTTGGTTGGTTGTCTCTGGGTTAACAGTTATCATAACCTTAACTTATTTTGCAATA 

TTCATTATTTCCAAAACAGCTGAACTTGATATATATGTATTATTGCTCAAACCATAACCATAACTAAAGAAATAA 

TAGAAAAATCTGGTCATCACAAAGATATATGTCTTCCTTTGATAAAAGCAGGAACGAGATCAAAATAATTCAGCA 

GTGAAACGATCACACAATGAAGCAAAGGGAAAAAAAAAAACAATAAAAATTTTTTTTTTCTCTTAAGCACTTGGA 

AGTGATTTCATTATATCAACAAGCCCCCGACGTCCCCCAGAGAAATGGATTTTGAAACAAGAGAAGACAATGATG 

GGGTTAGACTCTCGTGGACTTCTTTACCCAAATCCAAATTACAACATCAAAGAAATGTTATCCCTATGGGTGCAT 

TATATACTCCTTTAAACAACAAAACATCAATCTCCGTTCTAGACCAAAATTGTATTATTAGTTGTCGAACATGTC 

GAGCAGTATTAAATCCTTATTCACCTATAAATAACTCACTTTGGACATGTCAAATATGTAATTCATCTAATCAAC 

TCCCAGCAATGGTTGACTCTGAAGGTCAGCCATGTTACCCTCCCAATCTCAATCCAGAATTAACAACAGTAGAGT 

ATAAAACTGGTAGATCAAGTGCTTTACCTCCAATATTTTTTTATGTTGTCGATACCATATTTGAAAATGATGATA 

TTGAAAGTGCTTTCCAACAACTTAAAGAAAGTTTAACAGTGTCTTTGAGTCTTTTACCAGAAGATGCATTAGTTG 

GGTTCATCTCGTTTGGTAAACATGTGAGAATACATGATTTGGGTAGCAATGACAATTTAAGTTACACATTTAACG 

GGAACAAACAGTACACATTGGAACAACTTCAATCTTCCCTTGGATTAATGAGTTCCGGATTGAGCACTGCTGGGT 

TT^AAACAAGCTAAAGATAATAATGGGTATGATCAATTGATTGGTAATATAGGTAAAAGATTCTTACAGCCAGTAA 

ATATTGCCGAATATCAATTGACAAGAATTATAGAAACCTTGGTACCGGATAGATTTCCTCATAATGAATATAGTG 

AACGTCCAGAAAGAGCCACTGGTGCAGCAATAAATGTTGCTTCGTTATTGCTAAAAACCATTTTAAATAATCTGC 

ATCATTTGACTGGTGGTCATTTAATGGTGTTTATCAGTGGTGTATGTACTTTTGGACCAGGCAAAATTGTTGATA 

AATTGTTAAAAGAACC ACTC AGATCCC ATCATGACATTATAAAAGCGC AAAC AAC TACC ATAC AAAC TCC ATCGA 

CATCTCATGTTGCCAAAAGTGATATTAATTTATTCAAACAAGCAAAAAAATTTTATGAAGGAATAACTAAAACTC 

TTGTTACGTTGGGGCTTAGTTGTGATTTTTTCATTGGAAGTTATGATCAAGTGGGACTTTATGAAATGGATGAAG 

TATGCTATAAAACAGGTGGTAGTGTTGTTTTAAGTGATTCTTTTAGTACTGCCATTTTCAAACAAAGTTTTATAA 

GATTTTTCAAAAAGCAAGAAGAAGACGAACAAGATGGAGAAAATTCTGAATATTTGGATATGGGGTTCAATO 

CTTTAGAAGTTAAGACTGGAGTTGATTTGAAAATTGAAGGGCTTATTGGGAATGCAACATCGTTACCTTTTAATA 

AAACTGTTCC TGC TAATG AAAGAATG ATAAGTACC AATATTGTTGG AGAGGGGAAAACC AAC AGTTGG AAATTGT 

GCAATGCCAATCCACAATCAACTTATGCATTATATTTTGAGAAACTAGATAGTGTTGCTGCTGCTACAACAATAC 

AGTTTCTTTTCCATTATCAACATCCATCAGGTGAGATGAGATTACGTGTCACGACAATTCCTGTAAATATTATTG 

CTGATTCCGATAACATCAACTTGGAATTAGGGTTTGATCAAGAAACTGCACTAGTTTTGGTTGCCCGTGACTCAA 

TAAATAAGTTACAACCAGGAAATACAAAAGTGGCAACAACAGCTAGTATTGTCAAACAATTGGACAATACATTGA 

TTGATTTTTGTACTCGTTTTGCAGTTTATACTGCTGGTCAGATTGAATCTTTTAGATTGGCACAGACATTTTCTT 

TATTCCCCCAATTTCTTTACCACTTAAGACGATCACCATTTATAAATGTTTTCAACAGCTCACCTGATGAAACCA 

GTTATGTTAGACATGTGTTTATGCACGAAGACACCGCAAACTCATTATTAATGATACAACCAACATTATTGTCCT 

ATGATGTAAATACATGGGGGTCGTTAGTTGATGAAACCACTGGTGAAACAATAAATGAACCTGAACCAGTATTAT 

TGGACTCATTGAGTTTAGGACGATCCAAAATATTGTTGTTGGATACATTTTTCCAAATTTTAATTTATCATGGAG 

CTCAGGTTGCTGAATGGAGAAAAGCTGGATATCATGAACAAGAGGAATATCAATATTTCAAAGAATTCTTGGAAG 

CTCCGAAAAGGGAAGCAATGATGCTATTAATGGATAGATTCCCCTTGCCTAGATTCATTGATTGTGATGAAGGTG 

GATCTCAGGCAAGATTTTTAATGGCCAAGTTGAACCCTAGTACAAGCTATGCTACAAATGTCAATCATCTTTATG 

GTATTGGAGACCGAAGTGACGTTTTCACCGATGATACCAACTTACAACTGTTTATGGATCATATACAAAGAGTAG 

TTACAGCTAAAAAATAGACAATTGCATTTATATAATAATAACAAAATAGCATTTATTTACCTTTGGCTCTAGCAG 

CCAC AATTGC TCTTTTTAAG AACTGACTTC TAGCTGGTTGTTGTCC TTGTGAGTCTTGATC TATATC C ATGATAG 

AATCATCTGCTGAACGAAGTTGTTCTACTTCTTCTGCCTTTTTTAATGTGAATTTTGTGTTATTATTGCAAGTCA 

AATGTTCCTTAACCTTGCCTATAAATTGACCATTTTCATCAAATATTAGTTCAGTACCTTGTAATTGATTCCAAT 
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CAGTCTGATAAATTTTCCCATCTATAAGTGCTGATGGATCAATGACTCCTGAATTGTGAGTATGACTATTAAATC 
C ATTTTTC GACGC TGATAAC GACGAC GACGACGAGCCTTGAGC AGATATAGTATTGTTCG ATATTTTTACTAATG 
GATGATCTTCTTTTAAATCAGTAAATTGGAGTTGTGCTGAAGGCTTGATAATATTGTTTTTGAATTTTGGAGCTT 
GACCTGTCCTTGATGGTGGTTCTTCTTCATTGTCGATTTTATTCGAAATTGAAGGTATATCGATGGTTACATAAA 
ATGTCTAAAAACACATGTGTTAGTATTTCATTTTGAACTATTTTTATTTTTAAACAAAAAAGTGAATCAAGAAAT 
TC AAAACGTTTGTATC TC TATATTTTCTAAGTTTGTGTCTATTTAATATCTCTTTCAAGTTTTACGTACTTCAAA 
TTCATCTTCATTCCCATCTATTTCTGCCCCAGTGGCAG 

TTTCTTCAATGCTTTTGCTTCTGCTTCTGCTGCTGCCTTTCTTTGCGCTATATCTTCAGC 

ACCACGACGGAAATCCCAGTTCATTTCTTCACCCTGTGTCAAGAATTCACAATTACCATTCATGACAATTTTCCA 

TTGAATAGTATGATTGGTTTTATCTTCGCCATCTCTAACAAATTTGGATAATGAACATGCACCAGCACGTAACAC 

AGTTTGATTATCATCTATAACATCAGTAACTGATTTTAACTGTAATAAAGCTGATCCTAAAGCAATTTTCGTTGC 

TGCATGTGTAACTATCAACACATTTTTAATTTCGGGGAATTTCTTTTCAAATTCAGGAATAAACTTTTTCCA^ 

CAATTTGGCACGATCGTAGATTTCATCATAATCTTCTCCTTCAATATTAGGTATAACATTTAAGTTATCTCT^ 

CCAAGTATC TTC ATCGATC AATAATTTATCG AAAAATGTTCTC AATTGTGTGTAATCACC GGGAACTGGTTTGGT 

ATCTCTATTTTTACGAAACCATTCACCAACTCCTCTTTCTAAAGCAATCTTCAAGTCCAACATTTCGGCAATGGG 

TCTCGACGTTTCTATACAACGATAAAAAGGTGAAGCAATAATAAATTCAGGCTTTTCATGTGTAGGTAATGATGT 

AAGATAGGCAGCTAACTGTTGGGCTTGTTCAACACCATGTGGTGCTAAAGCCGGGTCACTGTCAATACCAGTAGG 

ATTTGGTGGGTGTGGTGGTGGTAACCAATTGGATCTATAACCGTGTCTTGCGATATAAATAGTTTCAATCGTCAT 

ATTTGTGAGTAGAAAGGTAATCTATTGATATGTATATAAAAGAATAAAGCAATCTTGTAACAAACAACTAGTAGT 

AAAGAAGAAGAAGAAGAAAAAAATAGAACGATGAGAGTTTGATTGATGTTTGAGTGAGGAATTGGTCTTCTTTAT 

TTATGTTTCATTTTTCTGTTGTTGTTGTTG 

GTGTGATTCAACTATCATTAACATCACGATACTGTCAAGTTGACAACAATTACTCGAGACAAGCTTGTCTTTCAA 
TGCTAATTATAACACTTTGGTATATACTAAAAAGTTTACTGTACATTATTTGAGTCTTCTTTCGAATACTCTTTT 
TTTCATTTATCTTATATCCACTTTTGTTCTCCTAACTAGCCTAACCTAAACGTATTTAGATCAACATTTCTAATG 
GATTTTCGACAATTCTCTTCAATTCTTTCATCCATTCACCACCAAGGGCACCATCAATAACTCTGTGATCAAAAG 
TACCAGTAATAGTGATAACATCATCAAACACAAATCCTTGTTCGTTAACTTCACTTGGAACAGCTTTCTTTTCGG 
TAGTACCAATGGCAAGGATGGCAGATTGTGGTGGGTTGATAATAGATGTGAAAGCAGTAACAGCATGGTTCATAC 
CCAAGTTGGAAATACAGATGGTACCACCTTGGAATTCTTCTGGAAGTAATTTACCAACCTTGGCTCTCTTACCCA 
AATCTTTGACTTGGTTAGAAATTTCAGCCAATCCTTra^ 

TTGGGGTGGCAACAGCGACAGAAACATCAACATTCTTGTATTGTCTGATAACACCTTGTTCACCTAACCAAGCAG 
CATTTACTTCTGGAATTCTGACACAGGTCTTAGCAATAGCCTTGATTAATAAATCGTTGATAGACAACTTGTATC 
TTTCTTCAGCAGTGGCATTCAATGAAGCACGTAATTTCAATAATTTAGACACGGAAATTTGAGATTGAATAATGT 
ATGATGGGGATTGTTGAGTAGATTGTAATAATCTGGAAGCAATTGTCTTTCTCATAGAAGTGATTGGGATATCTT 
CGTAGGAAGCAGTAGCACTTGGAGCAGCACCGGCGGTGGCGGCGGCGGCAGCTGGAGCAGCAGCAGCAGCAGCTT 
GTGGTTCAACACCTTCGAGATCTTTGGCAACAATTCTACCATTTGGACCAGAACCTTTAATACCTTTCAAGGAAA 
TACCTTTTTCTAAAGCAATAGTTTTAGCAAATGGTGATGCAATTATTCTGTCGGTTGGGGCTTTTTTAGAAGATG 
GGGATGGAGTAGAAGCTGGAGCTGAAGTGGAGGTAGAAGCCTTTGGTTCTTCTTTCTTTGGTGCTTCTTCTTCAG 
CAGCAGGTGCTGGTTTTGGTGCTTCTCCGGCATCAGCAGCAGTGAAATTTTCAAATGCTGCAACTTCACCGGCAT 
CTTCAACATAAACAGCAATTGGTTGTCCAACTGGAACGTCTTTAGCACCAGCATCCAATAAAATCTTGGCCAAAT 
AACCTTCTTC TTG AAATTCAAAATCC ATTGATGCTTTATCGGTTTC AATTTCGGCGATTGCTTC AC C AGGTGTTA 
ACTCATCGCCAACTTTTTTGGCCCAAGATTGAATGTTACCTTGAGTCATGGTTGGAGATAATGCTGGCATATTGA 
TAACAGTATGTGGTGGGAATTTACCTGAAGAATATAATCTTGCCAATGCTAAGAATGATGAAGTGGTGGCAGTAG 
AACTTCTTGGAGCAATGCTACGAAGAGCAATTGCTGATCTCGAAACGGCAAATAAAGCAGACATTATAATTCAAT 
GAATCTGAATAGGTTGATAGTAGTGAATAATTATAAAGTTGTTCTATTCAAGGGAAAGAAAAGAAAAGAAAGAAA 
AAAATGGCTACTGATTTAAGTTCTTTTTGTTTAATCTGCGATGTGTGTGTCTCTATGATGAGAAAACAGTTTGTT 
TCTTTGTTTGTTTGCCTGTCTAAGTTGTCTTTTTTTTTCCGAGTTTTTTAATTTTTTACTTCACCAATTTGTCGT 
TGTTTTGCGGTGTTCAATGGATTGATCTTGTCCGCTGCGAGAAACAATTGCCCATACACTTCGGACTTTTATTTC 
CGTGTATACAAAATATATATTATATTATATTATATTATATTATATTATTGTTACATATGTAGAACACTATTTCTA 
GTACTCTCTATAATAAGTTTACATTACTACTACTACAAAAGTAGTTCCTTTTAAGCTTACTATTATCTTTCTTTT 
TATCTATCATAGCAAACACATCTTGATAGCCTTTTTCTACCCCCTTACCTTGATCTTCATAAACAACTTCTGCGG 
CATTGTTTTTAACCAAACTATCTTTTGCCGTTTGCCATGAAAATCTAATAAAGCCATAGCACCAACCAAACACTG 
GATCAACGTTGGAATTGAGCCATTTGCTGGTGTTAGGGTCACTGGGATAACCTGAACCCAATTTTTGGCCTTGTA 
AAAGTGGCAAGTTTTCATTATAGAACTTTATGTTTGTATCTCTTGTGACTTTAGCAACAACAGAGGCTGTACTCA 
CTATTGGGTAAATGCTATCGGCTTTTTTCGTTACTGTGACATCAATTTCTGGGAAGAATCTTTTTAGTTTGGCTT 
GATACGTTACTGGCGGACCC AC AGTATCGAC AAATATTTTC GATATC TTTAC ACCTTTAGCTAATACTTGTTTGA 
TCAAGTTAATAGTAGTATCATGTGCTTGTTCATTCAAATTGTAAGCTCCTTTACCATTTACTGACTGTAACATAC 
CACTAGAAATGTCTCTAGCGGTCATCGTTGTGGTAGCCCATCCAATGTGTTTATGCAATTCATGATCTGGATCCT 
CAATTTGCTTGAATAATTCTTCTCTTTTCACATCTGTCAATACTTTGGAATCAGCAAAGCCATATTCTTTTTGAA 
GTTTGGACAGAAATGATTCTAGAGAATATGCAATCCCATACACCATGGGACCCAATACTGGTCCTCTCCCAGCTT 
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CGTCAACACCAAGTACAATTGGTTCAGTCTTGTTTTGTAGAATACTTTGAGGAATTTCTGAATGATAAGTAGAAC 

TTGCAAATTTGAATGGATCTTCAATATTGGTCACGGATGGTGGTAGCCAATCTAATGAAATTGCAAGTTTGGATC 

TC TTATTTGTATC ACTTTCTGTTGCTTC TACTGACTCTGTTGTTGTTGGGGTATCTTCAGTAACTTC ATCAACC T 

TTCTCTTGAGGGATGCATCAAGTAATACTGTATCTGGAGATTCCAATGCTATTGCAGATGCCATGTTATCAAACT 

TTTCTATATAACTTC C ACAAAAAAAAGAACTAGGAAC AAGATCTGATAAATC TATTTGAAAAAAAAGTTTTTGTG 

GGAGAAAGGAATGAGGAATCAAAGTAAACAAACAAGCTGGAGATGTCGCGCGAAAACATTCAACACGCGTCGGCC 

CAAGTAATGGCTGAACAGAGAAGTACATTAAAATGTTTCATTGAAGAACATTTCAAAAGCTGATTTCTATGTATT 

TTTCTGTTTTTATTAAATGGTATTATGTTTATAAGTGGATGAGGAGGCTATGGTTTTGTTAATTAGGCGCTTTTT 

AAACTATTACTTGATTGTCTCATTTTTTGACAAAATTTGTTGGAAAACTGCAACCAAATTTTCATGCCAAACAAC 

TTTAGTCAGAAATTTCTATCAACTGCCTTATAACTTGTGATTAACACCACAGTATTGTACATTTCTAGAAGCTAT 

AGTATCAAAAAGC GG AACTTACTAGCACTACATACAACTGGTGGTGATGATCACACAAATAGATTGACAAAGCTC 

GTCATTGAATGGAATGCCTAACATTGACTTCTCGTCTAAACAATAGATGCGGCACAAAATTATTAATAGAATAAA 

CAAACCGAGAACTCAAATAATAATAATAGTGAAACTGCAAAGAGAAAACTTCATTGTAACAGTATACTTTCCTTA 

AAACATTAAAACACATTTGAAACATTTCATATTTTTCATGGCTGATTAAGATTGCGTGAATAAAATCATTGGTGT 

TGTGACAGATTTTTTTCTTAGGGTGGTGCTAATTTATCTTTACTCTATCGCAGATTACGAACACTTCCCCCCGTC 

TTCCCAGTTCAGTTCAATCAAGCTATATATCACTTTTGTGTTTAGTTAGTTTCAAAGAGTATAAG 

TTGAAAGATCATAGGGAAGGCCATTTTTTTTTATCGTTGTCT 

TTTAAGAAAACAAAAACAAAAACAACCACAGCATCTCAAAACTAAACTTCTTGGTACTACCACTAATTTTTTTTT 

ATTGCCATTCCCTTTCTGTTTTGGTGTTGTTGCATCAAATCAATAAATCTGTTCTAGTTTCACCTTTTC 

CATTCATTTAATTTTTTGGATATTTCATTCATTTAATATTGATAACACTCAACAAATCACAACAGCCTATCCAAA 

ATATAACATTGACACATACACTTTTTTTTTTCCCACATCTTTTGATAGATCTGAGTACTCCCCGTCAAACACACT 

C TTGGGAAATAGGAGAATAGAAATATAAC ATCC TATTAC AGCAAC AGAAC TAC AACC C CCCCC ATTC ATTCAAAA 

ACTACCAAAACAACCCACAGAAACATGGGTTCCAAAAACAAACGATATAGCTATTTACCAGCATCAAAGAATGAT 

CATTTCAATGCAGAAAATGAGATTAAAAAATACCATTTAGATGTATCAACATTTGATGTTATAAGAGTGAATAAT 

TTCCGTAATTACAACTGTTCGACTTTGTTTTGGTATTTTTACATGTGGGTTCTAATCTTTTTATCATTTGCATTA 

TTAGCAACAGATATCTATTCTTGTCTAAATATCCTTGTATTCCATAGATGGGCTAGTGATGATTACAAGCCGTAC 

GCATATTCCATTGCCAAATGGATTTTCACTGGATGTATAATATTTCAGTTTGTGCTACTATTTTATCATTG 

TGGGCC ATACATATTGCC AGGACAAGAAATATTGCCTTGGTTTATCTAAATTCC ATAGC CAAAAGAC TCTATCTG 

ATAAAATATTATGATAATTTTTGTTTATTAAACAGTATCAACGAAGGTCATTTTTTTGATTGGTGTTGTTTTTTA 

ACTTATTATGAGATAGATAATGCATTACAAATATTAGTGGCTGACACCCCAAGACAAGTTATCAATATATTGACA 

TTAAGATACTATGCCACTGGTGGAGAGTTAAATAACAATATTTTGAATAACATTGAACAAATTGCCAATACAAAT 

TTGTACTTGTCTATTATTTTGAGTTTCATGTGTTTATCGGTGTTCATCTATGCTATATTCTTCTTGAGGTTTGTA 

TTTGGGATGCTTTGTTACATTCCATTAAAGATCCAATTGAGCAACGATGGCTATAAGAGTTTTAAAGATTACTGT 

TGTCACTTGATTAACGAAAGTATTGCTGATGCAGTTAGGTTGCACCATAAACCAAAGAAAGTGTTGTTGGAGCAA 

GGTATATTATC GG AAGAGAGAATTGCTC AATTGCCTGTGTTGGAAGATCGTC C ACCTCGTTATAATGAC TACTC A 

AAAACTTTTTACCGTACAGATACCAGTGCCACATTGGAATCAAATATTCCATTGAATTATATGAAAGATAGATCA 

AATTCC AC C AATAATTCC AGAGACGATTTTGGAGGC C AC AGTAACC AAAAAGTATATTC ACCC ATTAATGATCAA 

AATAATGGAATTGGGAAACGTCTAAGTCAATTGAGAGAGAAGTATACTCAACCAAGTTATGGTGTAATAGAGAAA 

TCTAAACCAGTTGATTCGATAGTAGGTCACGAACAACTGCTTTACAAGTCGAGACAAAGATCACAAGCTTCGCTT 

TTGAGTGAGGATC AAAACGAATTAATGTACAAACAACC ACGATC AAC AAGCTTGACAC ATGAC AC ATCAAGAAC C 

CACTTGAACAACCCACCAAAACGGTCTATCACTGACATTTCAGAACAAATTGGTCAGCAGAATCTACCATCTTCC 

TTTAAGCCAATGAGAAAAGCTCCTACTGCACCATTAGGGCGTGAGAGTCACCAGAACAGTCAAGACATAAATTCT 

TTAACTGGATATGACCAACCAGTACAGCCCTTACCAAAGTCATACACACAAGATCATCCACATAGACACAAGTAT 

AATGATTATGCCGAACTGATAACGAACCCCTTTGGGAATCCAAGCTCAATATATTCAGGATCAGTGGATGATTTT 

TCAAGACCGATGAAAACAGATTATACAGATGAGGGTATAAATCCGTTATACAGCCAGATTAAACCATTGAAAAAA 

TCAACAACGGAACCTATTAATTCATTTGAACTCTCATATCAGACTCCACCTGAAACCAAGTTCAAGCGTTCGTTC 

ACTGATGAGTATCCAATAACTGAAGAGGATAGATTACATTCCTCACAAGACGAAAGTAAAGTGAACAATCAAGAA 

GAGGACCAACAACAGGGTAGTCCTACAGGAACTGATATTATAGATGACTTTTTAGAAGAATTGAATGCCCCACCA 

G AAAAAGAACCTC CTTATCCAGTAAGAGGAGTTTCGAAATAC TTTGAAACTTAGTGAAAACTAGAC AAGAAAATG 

GACGTAGTGATAGACTTATTTTATAGAATGAAAGGTTTTAATGCATAGAAAAATGTCACATTCCTTATTTATAGT 

AGATAAACAAAAATATTTTAAACACACATACATGTTTTTACTCAAAAAATACAGGCTTAAACAATATTGATAGCA 

TATGTACAAGAACCCACGAACCTAATTCATTCAACTTTTCCCTCATGTCATCATCATGACTATTTTTGGTTTTCG 

TATTCCAATTTCAACTTTTGTAATTCTTCATCACTGATTGGTGGAATAGGGATATCACCAAGATCATCATCTCCC 

ATTTTCTTAAATGTATACAAGTACACAGCTAACGGTATACTACTGACGGCAAATAAAGCAATAGTATTTCTCCAG 

AAAAATGGAGCTCTTACTCTGTACAAGGCTGGCGTGATTTGATGAGTTTTTGGATCTCTGTAACGATCATGCCCT 

TTTCTTGATAACAAAGGATGTTAGTATCAAATGCTATCATTGTTTCAAGAAAATTGGAATTTTTTTTTACTTACG 

GTGCTCCTACTAATTTACCCATAGCTAATGATTATAATGTGGTTGTTTGATTAATACTGATGTTTGTTGTTGAAA 

TGTTACGATCTAGCTTTGTATTTTTTTTTTCTTCCCTGTTTTAACAATCACGCTGTTTTATGAGTGGACTTTGAA 

AATGTATATGCAGTATTTTGTCCAAACAACAATACAAACATCGAGTATATGTTGATAGCATAAGAATTTATGCTC 
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CTCATTAATCTGTAATTAATACTTCGTAAAAATAGCATTGGCTGTAACATAAAGAGAGTAGAATAAATATACATA 

C AGGTTTTATTACCGGTTTTC TAGATTATATAC AAGAACCTAAAC TATTTAATGTCTTTTGATGAACC CTTGATT 

CACGCTATCTTTTCTTCTTTGAGTAGCTTCCAATTTTTTATTAGTTTCTCTAGCTTGTTTAATAGATTTTTCTTT 

ACTATCGTCAACAAATTTGCTCACCATATCTTTAATAGATTGGTTTGCTTTAGGATTATTGGCTTGCATTTCTGC 

AAGACTCAATTTAGGAGGCATACCAGCAATTTTCCTAAACCAACTACTTTTGAACAAACTACTTTGGATAAGGGA 

AAATATCGAGTTAACAGCAAAATACAAAATAATAGCAGATGCAAACCCTTTAGTAATGAAAATAGAAGCAATTGG 

AACAACAGTCATGACTTTTTTCATACCTGCTGCCATGGCATGTTGACCAGTTTCACCACCCACTCTAACAACAGC 

AATGATGGCAGCAGCAGAAATAGCTTGTAATCCCAAATATGGATCAACTTCAATCAAATTTTGAAACCAAGCATA 

CCCTTGATCAGAAAACCCTTCAACATTATGATTAGCCATTTTTCTCAAAGCTTGGAAAAACCCATATGCCAATGG 

TAATTGGAC GGC AGGAAATAAAGTGGC TAATGTGGAAACACC ATTTTCTTTC ATAATAAGTC TTCTTTTTTCC AT 

AGCTCTCATTTGGTCAACTGTATCACCAGTCTTAATTTGTTGTAATAATTCGTCAATTTGTGGTTTTATTTTAGA 

CATCTTAGTTGCATTAGATGATGCTCTGACATATAATGGAAACAAAACAAGTCTAACAGCAATGGTAGCAACAAC 

AATAGTACCCCACCATGGTAACCCAGTATAAACATGAGTAACTTCTAATAATCTTTCAATCAAACTTGTTGGTCC 

CCAACCTTGAGCTAGACCGATGGATTGCAAATATCCCAATTGATCAGAATGTAAATTTGTAACATTTTCAAGTAT 

AGCAGAAGTGGTGGTATCATCAAATGAAGTCAATTTATCTTGGATTTCAGTCCCACTAGTTGTTGTCGATGAATT 

GAATCTGATTGATGAGTATATTAAAGGTGACCGGGTGGCTATGTTAGAGGGAATTCCAACCCTAACGGTTTTCAA 

AGATGCTGAAGTTGCTCTAAATGAGCGGGTCAACCCTAATCTAAGCATTATGGGTGGTATTATAGTTATAGTAAT 

AGTTCTTAGATTTACAGTTTGATCAAAAAAATGAAAAAAAAAAAAAATAAAAAAGAATTATTC 

AAAAGTCGTGTCTGGTCTTACACATTATTGATTGAGTGTTTCTTTTAAAGAAAAGTCTTTTTCTCAACCAATGTT 

ATATAAGGTGATTTGGTTTATTGACAGGATCAACTCATAGAATGAATATTGGGCGTCGAATACGACCGAGGAAAC 

TACATTTGAGATTATATTCTCAAGTGAAAGTTCCGTGGTCATTGGAAACTCCAATAACTCCTAAAACAGTTACAG 

ATATTTTACCTCATTTTGTTCAATTACCAATTGAAGAACAAGATACATTAATTGAAAAACATCCTAAATTACTCA 

ATGTACAATTACAAATAATGCTATATTCTGAACTGGATAGTTTGAAGACATTCAAATTTATTTGTAAGTACGGTC 

AACATTTGCAATCAGAATTTATTCAGATATTTATTTACAATTTACTTTTATCAAATAACCTCAAGGCAACAACTA 

CATTATTGCATCAGCTTTTACACGAAAATAAAGAGTTTCAAATGTCAAATGAATTATGGGCATTATATATGGATA 

AAGTTTGTTATATGGGGGATTATCTTGGGGCAACAATGATATATCATGAATTAGTTGATAACGTAAAGTTTTATG 

AAGAAACAAGTTATTTAGTACAAACAAATAATCTAATGCCATTCTTGATCAATGAATCTACCTTGGTAGCTTTAG 

CATATATATTTAGAAACAACAAAGACGCGTCACGAGTTGGTGGCATAATACAGTATTTTCGTCGATTTTATTCAT 

TTTTACGTTCACAATATATTTACAAGTCTTTATTGATTTTGCAAATTGAATCATATGCTGAACTTGGAGACCTAG 

AACAATGTTTAAAATTATTTACAGCTTTTGGATTTAATCATAATCAAAGTGATGTAAAAAGAAACAGGAATGTGC 

AAGCAGGATGGGAGAATATACACAAACGACATGAAGCCATCCAAACCAATGAGAATCCATTATTATACAAGGATT 

CAAAATATGATTTGGATATTCACCAGAATTTATTAGCTGAAATTTGTAATACCGAGTTATTTAATCCTATCATTC 

ATAGAAATCTCTATTCTTCATCTAAAACTGGACACAACCCAGTTATCAATGGATCTATATCTGTCAATGATTTGC 

CAGCTTTGGAAACGTTAATCACTGAAAAAGTGGCTACCATGGAAATGAGGGAATTATTACATCTAACAAAAATGT 

CTCATCAATCAATTAATCTTTTCATAGTTGCTGGATTATGCAATGTCAATAAACCACATATGGCACTTCAGTATT 

TGAAAACATTATCACATATTTTCCCCACTATATCAAGGAAAAATCTTATAAAGAATCAAAATTTTATTCGTATTT 

TACATGCTACACAAGATGTGGAACTCGCCAAGGAAGTGATGAACTATTATCGTGATATCCATAATGACTACATTA 

ATGTTCAAGTGTTACAAGCGTAAATACTTGTTTTGTTGTCTAATGAATTCACTACAGTTTCAGATCTC 

GCTTACAATTGCTTGAATCTTACCAAGATGTTAAATTGTTTGTCAATCCTGATCAATACGAAAAATTTTGTA 

TAACC AAAAATACC AAAAATT ATGAC TTTATTC ATGTACATAGTTAAAATAAAAACTTAAATGAAAACTAAAC TG 

AAATGAAATATAATATAATAATACTACCACATACTTTTAAACGTCAAGTTCGTTTTTTTACCTCATTATTCCTCT 

CTAGGGGCAGACATTTTGTGAATTTTCACTCCTTTATCATTTAATTCTCCAACAACAGCAATATCCTGAGGAGTA 

ATAAAAATATTCTGTGATTTTGGATATCTCTTTAATTCTTTCAATAACAATTTAATACTAATAGAACGATTCACT 

G AATC CATAT AAAC ATC AAACTC ATCTAAACCTCTAATAC GAGAATTC ATC ACTTTCC AAATAG ATAAC AATAAG 

GCAATTTGTGAAAATGATTTTTCACCACCAGATAATGATTCCACGGTACGTTTCTTTTCATCGTTACCAGTTTGT 

ACATTCAATTGTAATGTTTTTTCGGCAAAATCAAATTTCAAAGTACCTTGGAATCCTCTTAACCACATGGCTTTT 

TC AAAAGTTC TTTTTGCCTCTTGAATTGAAGATTGGATTATAGTATGTAAGAAATTGAATCTAGC ATTAAC TTCT 

GCATTTAATTTTCTTGATGCAGAACTCAAAGATTCTAATTCCCCCTCGGCTTTGTCACATTTTGCCTTTGCTTTT 

TCTAGTTGGTCCAAGACTTCTTCCAATGAAGTTCCAAGAGCACTTTCTGCTCTTTCCAAATCAAAACGAGTCTCT 

TG AT AATCTTG TGC TATCGTC TCTTGGGTATC ATTAGGGTAT ATGGTAACTCTATC TCTGCTAC AATGTTCTTC A 

GCTTTGGCAACAAATTCTTCCAATTTACGATTCCCTTCAGCAAGTATATCGTCAGCTCTTTTGATTCTATCTTCC 

AATTCAGTTATCTTGTATAAATAACGTTTTTTAAGGTCCTCTTGGGTTTCAATTTCAGTTTCAATCTCAACTAAC 

TGTTTCACAAATTTTTCTCGAATGGTTTCATGTTTAACTTTTTTGGATTTGCAATCTTCAATTTGTTGTTTCAAA 

TCCTTATAATTTTCATTCATCTGAGAAAGATTTTCTAATAATGCTTCGTTCAAAGCAACCAATCTACGGATTTGT 

TC ATT ATTGTCTTCTATTCTTGCTTCCAATGTGGTGATATTTGAAT AATC AACTTCAACTTCCAATTGATCCTCT 

AAAGTACTACGATTTCTTTTCAATTGATCTAAATTTCTCTTGATGGCACGAGATTCAGATACAAGATTATCTCTC 

TTGGCATCCAATTTCATTTTTATACTTCTGGCCCGTCTTTCTAAATCATTTTGATGTCTATGTTCTTCATCCAAT 

TCACGTTGT AG ATC ACTGATC AAATC TGAC ATATTAGCGACCC C AAACTTGGC CATTCCATTTTGGTAGTATATA 

GGATCTTGTCTAAAGGTGTTGTTTTGATAACTC ATTC TATGACCGGAATCCTTTCTGAAAAGAAC TAAAG AATTT 

TGGACATTTCTTCTCC TGC ATG AATC TCTAGCTTCACTGGCAGATTCTACTATAACATTTTTTTCAATGGAATTT 
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ATATCAATCAAAGCATACAAAATCGTATCATTTTCCACATTTAACATGTCTAAAACAGTGGTGAATGCAGAATCT 

GCTTTACC GGAAGCATAGTTC AATCTTTCTGTTTTCTTGACAATAATGTTGC TACGTATTTGATATTGCTTGAGT 

AATCTGTC C AACC TACTTCTATCACCTTC ATTGGTAACAATAAATGAATC C AAGGTTTTATTCAAAATGGTAGAT 

AACAAAGGTTTCCAAT^ATTGTATTGATTCTTTACATGAATATAGCTACCAATAGGACCGATTGGCTCTTGCACC 

CAATCAGGATGTCTTTTAATCGCTTTTATCAATTCAGCCATACGAGAACCCCAAGGCGAATATTTTGATACAGAC 

TCTTTCTCTAATTGACGCTTTTGGTTTTGTAAATCGGCAATTTTCTGTCTTGATTTCTCCCTTTGTTGACT^ 

GATCTCAACTCGGGATCAGGATTATCTTGCATTTCCACAAGTTG 

TCATCAATTTCAGAGTTTAACTTTTCCAATTCTTCAGCCATTTTCTCCTTGTTTCCCCCTTGTAGTTCTTGAATT 

CTTCTTCTCTCCTGTTCTATCTTAGTCTCGGTCCTAGTAATATCTTCTTTCAAACTATTCATTTCATCAATATTC 

TTTTTCGTTTCCTTTTTATTGATTTCTAACTCAGATTTCATCTCAGATCTTTTGCTTCGAAGTCCCTCAAATTC 

TCCACTATATCTTTTATTTGGCTTTCCACTTCCTTAACTTGCTGATCAGCAGCATCCTTTCGAGGAATTTTTQCT 

TCAATTTCTTTTTCACAAACATGAATCTGGTTTTTC 

TTTTCTTGATCAATTTTTTTCTCGATGGTTTGAACATTGAACCAATAGATTTTGGCATTCAACATTTCCAATTTG 
TTTCTTAATGCATCATTAGTTCTATGCGCATTATGAACTTTGGCAATTGCTTTGTATTCTTGTTTAGCCACCTTG 
GTGTATTCTTCAGCTTGACGGACTTTATTATCCAACACTTGGACATTGTTGGAAATACTTGTATAGTTTTCAAGG 
ATATCAGTGATAAATGCCCCATCCATAAAATATTCATACTTGTTTTTATCACTCGATGATGTTAAGAATTCTCTA 
GCTTTGTCTTGAGACAAGAAGGCGAGTGGATTATCAATGGTGATAGAAAACTTGTAAAGAATCTCATCCAAAACA 
CTCTTTTTGTTTGACACTACTTTTCCTGCTTCATTTTTAATGCTGTATGTATTGGAACCAGATCTTTGTAATTTT 
CTTTCAATAATGATTTTCTTCCCGAAAACGTCTGGTTTATACGCGTCTGACCCTTCATTTTTGAGAACCACTGTG 
ATTCGAGAAGTAGATTTCCCATCTTTGATTAAATCTCTGATAGTGCTTCCTCTATTTGTATCAGTTGCTTTGGCA 
CCTAACCCTACAGATATACCAGTTAAGATTGCACTCTTTCCTGACCCATTTCTTCCAATAATAAAATTCAACTGG 
GGTCCCAATTTCAATTCAAATGAATCGTGGCACATAAAGTTCTTTAAAGTTAATTTCTCAATAACCCCCGCTTTA 
GCCGGATCTG^CCAACGTCATCATCATCATCCTCCTCCTCATCATCATCGTCGTCGTCCTCATCGTCTTCATC^ 
TCATCTGATTCCCCGTCAGAATCCGAATCAGCACCTGAAATAGATTCAGTTTCTGATGCACTTTCACGTCCATTT 
CTACTAGGGGCTTGAGTCATTGTTCTTCGTTTTCTGGGTTGATCAGATGAGTTAATCAATAGTTGTGACATATAT 
TCTGACACGCCTTCACCACCATTTCTGGCATCGAATAAAGAATCCGCGTCATGTTTCCTTTTATACGGTACAGTC 
ATTTGGATAATATTCAAAGTAACATAAAAATATAATACCACTTATACACCAAAGAAGTTTAATAGAGTGTAGATT 
TGTTGCTGTTGTAGATAATTTGATTGATTTTTTGGGGTGTTCGTGTTTAACTTTTGGGATTCAATTGTTTTCTGA 
AATCAAAAGAAGAAAAGAAAAAAATTTCGTGAACAACCAAAAAAAAAAAAGAAAAGAAAGCGCTTCAAACGAGTC 
GCGTCTCAATTACCAAAAAAAAAGATAAAAAAATTGTTTGAACGTGACAAGACACGATATGCCCTGCTTACATAA 
TCAAAAAGTTTATTAACTTCTTTTCAGAGAAAAATTATCAAAGCAAAGGCTGCATTATGCTTGATGCAAATACAG 
GGAGCATACTGCTGTTAAGAGGGTTTTTTTTTTTGGTAGTGGTAGTGGTAATAATAATGATGTTGGTTGGAAATA 
TAATAAATTTC AC AAGAC AACTTACTAC TTCTTGGTGGGGGGAAGGAC CAACTAATATTTTTTCTCTCTTATTGT 
TGTTGATGTTGGTTGTTGATGAACAAACAAAAAGAGGTTCCATCTCTCTCACTTTGCAACTATCTCTTGTATCTT 
AAACCC TATACTAACAGAGAGAGAAGAAAAAAAAGTTTAGTTTATAAGCATCTTTC AGTC AC TTTTTTCTTTACC 
C ACTAC TAC TGAATGGTCTAATATTCC ATTAAGATGATAACCTTGTTAATATTTATTTTTGC ATTTTTGGGAAAT 
GTCTTATGTTACCCACAAGCCATTCTTTCTCATCAAATATCTCCCAAAGTGATGATAGTATCAATGTTTCAGCCA 
GAGGAAGAGGCATGGACTTCAAAAGTTGATTTTCAACACAACATCACTGTTCCAGGTTTACATCCATTATATCCA 
AATGTTCATTGTACTTCCAATTTTGATATTTGTCAATTTACCACTGGGGAAGGAGAAATAAATGCTGCCAGTTCA 
ATAGCATTTTTAATTTCAAATTCAAAATTTGATTTCTCAAAAACTTATTGGTTGTTAGCAGGAATTGGCGGTGGT 
GATCCTGCTAAAGTAACCACTGGATCAGTGACATTTGCAAAATATGCTATACAAGTTGGTTTACAATATCAAATA 
GATTCTCGAGAATTAACTAACACGAATCATAAAGAAGGTTGGACTTCTGGATATTTTAGTTATGGAACAAAACAT 
CCTCAAGATTACCCTGATTCGGTTTATGGTACTGAAGTTTTTGAAGTGAATGAGAAATTAAGAGATAGAGCCATG 
GAATTATCTCGTAAGAATGAAAAATTGTTAAAACTCGGTGATGACGATAATGTTAGTTTAAGAAAGTTGTATTCA 
AGTCCTGCCAATAAAATCCCCACCATTTTAGCTTGTGATGTTTTGACTAGTGATAATTATTTTACCGGACATGTT 
TTGAACGATTATTTTAGTAGTTATTCCCAGTTGATTACCAATAGTTCAGCAAATTATTGTTCGAGTGCCCAAGAA 
GAAAATGCTACTTTGGAATCGTTTATTAGAGTTGCCAAAAATGGCTTGATTGATTATGAAAGAATTGTTATTTTG 
AGAACAATTTCTAATTTTGTTGCCAAACCTAAAGATTTATCAATTGATCCAATTGAGTTTTTCAATGAATATCCT 
AAAGGTGGTATTCAACATGCATTGGATAATTTGTATATTGGTGGTTGGCCATTTGTTGAAGATGTCGTCAATAAT 
TGGGATAGTTTATACAAAGATGGTCAATCTTTTAGAGCAGAGAATTATTTAGGTGATATCTTAAACACTCTTGAC 
GGTCAAGGTAAAGATTTTGGTAAAGATTCTTATCACATCAGTTGATACCAGATTTAATAATTAAACTTACTACAG 
AC AC ATATAAGTAAC AT AC TAACAGATTTTGATAGAAACGGTCATTC TAATC AC AACTAAT AAATTATAGAAGTC 
AAAAAAATTGTCTAATTTTTCATATATTGATTAATTAAACAGAACAGAATATAAtGAAACCTACTTTTGTATCGT 
TTACTCAAACGGTTCATTTAGTAAACAAATTGAGATGAGACCTAAAAAGTTTCACAAACTAAAATGGTCCTACAA 
ATCATCACAATTACACTAAGAACAGTACAATACCGTTACATTTTAAATGTATACTAAGTTGACTTCTTTTATCTT 
GTTCCTAATAATATTTAATTTCTTTATCTATTTGATGCCGTGCCTGCTTTTTAATAATAGGTGACAAACTTCCGA 
TGCATTTCCCCGAAAGTGAGAAGTTTTGCCGTTCCATTGGAAAATCGGAACATTCTTTCAGCAGCAACAAAAACA 
ACAATAGTTTATCAGTTTTCCTATTTGGGAACAAAGCTATTACGATTTGTTTTAATTTATCATTATCAACGAGTT 
TAAAGTTACAGTAATTTATTTACTAAAAAGATAAAGGAAATTACCCATTTAATACAATGAAATGAAACTCGGGGC 
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ACAATAATAAATCCAATTAATTATCACA 

TTGCACATTAGATGATAAATACACACACACATATATATATATAAATAGATCTACAAATCTCTTCTATTAAACTTT 
TCAGTTTCAAAAAGAAAACAACAGCTTTTGTTTTTGCAATTGTATTCCCC^ 

TTATCCACTTTATTTACATTAGCCACAACCATTTCTACATTGACTACTTTTACCATTGCCAGTCCCGTAGTAGTA 

GTGGAGAAAAGAGCCATTAATGAAACTGCATTAGCTGAAGATATCCCAACCACCAAAAACAATCATGCTCAAACA 

TCATATGGGAAACCATTTGCCATTTATCAACCAAAAGCATTTATTATTTCCATGTTTAGTTTAGAAAGAGATCCT 

TGGTTAAAGGCTATGGATTTTGTTCATAATATTACCATACCGGGATTATCACCAGTTTATCCCGATATTCATTGT 

ACAACAAATTATACCATTTGTCAAATCACTACTGGAGAAGGTGAAATTAATGCTGCTAGTTCAATTTCAGCATTA 

ACTTTAAATCCATTATTTGATTTAACGAAAACTTATTTTTTAGTTGGTGGAATCGCTGGTGGTGAACCAAATTAT 

ACTACCATTGGTGGAGTTACATTTGCTAAATATGCCGTTCAAGTTGGATTAGAATATCAATTGGCTTATGAAGAT 

TATCATAAAACTAATCCTGATTGGATTTCCGGTTATATTCCATATGGTACTGATGATCAAAATACTTATCCTGGT 

AATGTATATGGTACAGAAGTATTTGAAGTTAATGAAAAATTAAGAGATAGAGCCGTTGAATTAGCTTCTAAAGTT 

CATTTAAATAATGGTACTGAAGGTAATGCTAAATTTAGAAAATTATATAATGAAACTGCTGCTCAAGGATTACCT 

AAAGTTGTTAAATGTGATTCTTTAACTAGTGATAATTATTTCACTGGTAATGTATTAAATGATTATTTTGCTAAT 

TTCACATTATTGATGACTAATGGTTCTGCTACTTATTGTTCTACAGCTCAAGAAGATAATGCTACTTTAGAAGTC 

ATGACAAGATTGGCTAAACATGGCTTGGTTGATTATGATAGAATCATGATCATGAGAACTATTTCTGATTTTTC 

AGACC ACC TCCATC AATGTCAGCTTATGAATATTTCTTTAATAGAAGTGATGGTGGGATTTC TGCAAGTTTAGAA 

AATTTGGTTATTGCTGGTACTCCAATTATTCATGATATCGTTCAAAATTGGGATAAAATTTATGAAAGTGGTGAA 

AAATATTCTTCTAAAAATTATGTTGGTGATATCTTTGCCACTTTGGGTGGTAAACCAGATTTCGGTAAAGAATCA 

TTTGATACTGCTTAATTAATACCCCCTCCATGTTCTCTTCCCCACAAAAGGTTAAATCAACTTTTTCACGTTGTC 

TTACATTTCTACTATATTCTTTATTGTAAAACATTTCTAAAAAATATTCGTATATATATATATATATATGTATGT 

ATAAATTATATTATCATTATCACTTTCTATAAATACAAAAGTGAGCTTTAGAAAATCACATTTTATATTCAAAAT 

TGAACTTTAAGCTCCTCTTCTTTACCAAAACCTTGACCAATGAAATTTTGATTGGGTTTTGTAACTGTCTTATCG 

GTTCTTGTAGTGTCATCGGAAACTACTTTCGTAAGATGATGAACACCATCATCATTTGGGTCAACACCACTTTGG 

ATAACATTGTTCTTGCGTGGGX3TGTTATTGTTATCTTGTCCAAGTCCCAGCTGTTGTTGTTGTTGATATTGTCTT 

TCTCCCAATTTCAGATCCACCTTTACATCAACATGTTCATGCTGATGCTTAATACCAAAGTCATACTCTTGTTTT 

TGTTTTTGTTCGTGTTTGTTCTCTTGTTCACGTTCAAGTTCGTGTTGACGTTCGTGTTGACGTTC 

TCGTGTTGACGTTCGTGTTGACGTTCGTGTTCGCGTTCTTGTTCACGTTGAGGTTCACGTTGGGGTTCACATTCT 

GGTTTGACTTGAATTTGAATATGATGTTCATGTTCAGGTTCTTGTTCATAT^ 

TGTTGACTTTCAATCTCGGTTTCTGAATTTTGTCCCTGCGCGTGATTTAAATCCGATTCAATGTCTTTCTTTTC 

TCTTCTCTATC ATC AAATACTTCGTGATAATTATTAATC AATTTTTC TAAAACC AAATTCATAAACC C AAAATTA 

TTAATCAAAATATCCAAATTACTAGATTCTGTTAATGCTGGCCCTATCACCGTAGCAATATTTGATGGTGTCATT 

TTATTAACTTCTTTATGTTCACTGATTTTATTCAAATGCTTTACCAAAATTTTTAAAGTGTTGAAATTGACCACT 

GGTAATGAATGTAAAATTTTTTGATAAGCATTCAAATCAAATGCATCACGATCTGGGGTTTGGTTTTTATTTTCT 

TGTTCC AACTTC AATTCATAAAATTGAC TAATAGCATCATC AGTTATTAATGAATCTGGTAATTC AC GGAAATAG 

GATTTGAC AATAC TGGTC AAAGC ATG AGTATCATATCCCC GATCATTGAAATTGATAGTACC TGTTCTATC AATC 

GTTTGTTTAATACTAGTCAACTCACTAATGGAAGAACTGATACGATAAATACCAACATCTTTGATTCCTTCGGAT 

TC AATTTCTTGGAATATGGC TTC CAAAAATTTCGGAACAAC AGATAATTCTCTAAC ACAAATAAAACTAATTGGA 

AC GC C AAAGAC AAGATTATTGTTTGTAGTTTTGTTGTTAAG AATACGTGAATAAAACCAATGTCTATTAGC GTAA 

TTTAATTTAATTAACCATTCATTCAAGTCAGTGTCATTTGTAGCTTGGAAAAAATAATGATCATTAGTTGTTTCA 

GAATCAATTTTAAAACACAATGGCATAAGGTATACAGGGAAAATCTTTCTGTTTTTTAAAGGTATCACAACAACT 

GGCTTTTGCTTTGGTTCGATCGAATCTTCTGGATTTGGTAATTCTTCAATATTAACAACTCTTTCTGGAGTGGAT 

GTGTTTCCAGTTAAAGAAAATGGCCTTGATTTGGTAAATAATCCACTTATTTTGAATCTAGATGATGAGCTTGAT 

TTGTATGATAATGATTGACGTTTCAAAGATGTATTTGATGTTTTTCTCGTCAAATTGTGCATTCCACTTAATGCA 

TTATTATTGTTGTTGTTGTTGAAGTTGTTGTTATTGTTATTGTTATTGTTATTGGTATTGCCGGCAGCAGTGGTA 

GTGTTGCTAGTGC TGGC ACTAATTCC AC TATGAAC ATTACTGAAACTGCTATTGGTGGC AGAAC GAATAGATAAA 

TTGTTTGTACCCTTAATGAGTCTTTTAGAATCTCTAATATGTTTCTTTTGATTATCAACAACTAAAATTTGATGT 

TGATCTTTCATAATTCTTTGGAAAATTTCAGCTTTGTCAACAGGAGAAAATTCTCTAAGATTTTGTTGATTCACT 

AATGATTCATCCAATTTCAATAAAAAGTCAAACTCACGAGATTCATTAAAAGTGAAATCATTAGAACCCGATTCA 

CCTTCAAAATCTTCCACACTTAATTCCCTAATCAACTTATAAATCAAATATCTCTTGTTAAAATTGATTTGATTT 

TTAAAATAGGAAGGACATTTATCAGTTTCAATCAAATTCTCAATGATCCATCCAAAACATGGCAATAATGGCTCA 

GTCGATTGTAAATCATTGATAGTGATATTTGGTGGCAATAACAGTTCAACGCTATCAAAATTCCCTTCACGATGG 

GTTAATGTTTGAGCTGCCCTTACCCATAAATTCGAAAATTTACGACTCTCGGGGGAATAAATCACATTAATAATT 

GCTGTC TC AATAC ATG ATGGAATATTAC C ACT ACCTTC AAAAATAAATTG ATT ATC AC TC ATTTTT AATTTC GAT 

ACTTCAGCCATTATCAATAATGTTTTCATTCTATCTAATCTTTCATCAGTGGTTATGTTCAAATCAGTCAATTGC 

ACCAACAAATAACTTTTGAATTTAAAGTACACTTTGAACAATTTACGGAAAACAAGTGGGAATTTTTTCAACAAC 

AATTGACGTTCATCTGGAATGACTAAAGATTCAAAAAAATTGAATATATTGGAAATTATTAATTGATCATCCAGT 

ACTGTAGGTTTTTGTAAACTGAAATCTAACAAGGCATTCTTTTCAAATGAGTTTTCCAAAATCTTGTATACCCTA 
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ACCCAATCTTCAGTTTTTATTCCCTTGTAAAACACAGCTAATAATTTGTTGAATTTATACAAAAACTTTTCAATT 

TTATG^CATTTCTATGACTTGGCAAATTTCTATTCATGGGCACTTCGTGAAGTGAATTGTTGAATCTAAATTCT 

GAAATCAAATATTCATCAAATTTCAGCACTTCAACTGGTCGATAAGTTTTTTTCACAAACAATTTCTTC 

TTATAATAAGTTACCAAACTCTCAAATGATTTCTCCAAAGTATTATCGATTTTGTTTGAATTGTACCACTGTAAA 

ATTTCATTACTGAACAATTTGAGTAATTTGATTAATATGTTCTTGTTGGCCAAATCCAAAGAAAAATTGGAGTAA 

AAATTATTTATCAAAACAATCAACACTTTTAATATATTGATCTGGATCTTGAGTAACAATTCATAGTCAACGTCT 

CCC AACTC ATTC AAATC TAC TGC AGTATCC AAATTCCAGTTTGGGAAATTC ATAGCC AATTGTGGGTTTCCTTGG 

TTAAAATTTGGTTCCATTTTCGTCTTGTCCGATTCATGATTCAATTTTTTGAGTAAATAATTCTTTTT 

GAT ATC ACC GCGTTTCC TGAATTTATAAACCTGTGAGCTAATTTATCTAATAATTCCTTTGTTGTC ATAAATGAA 

TTGTAGTTTAATAAAAAAACAAATCTATATTCAGTTAAATCAAGGTGGACATCACGGTGGAAATATTTGGAATCA 

AGCAACAACAAGTCAATCAACCTGTCAACGGTAGCATATTTAGGGATGAATTTGTAAATTTTTTTCATACTTCCA 

TCCATGCTTAATTTCCTTTTATTAGATTTGGAATTATTAGCTTTTGGTGACATCAGAAAGTTTGTGAATTTATCA 

GAATTCAAAATATCATCAACATCAATACCCAATCCTGGAACATCATCATCGTCATCCCCTCCGGCAAAATCGTCA 

TATCCACCACCGGCTCCAACAGCACCACCACCAGTAACAGAACTAGTAGAGCTATTATCTAATTCAGATATAAAA 

TCATCAATTCTAAACGTCAATTCATTGTCAATAACAAAATTGTGTTTGTTCACAGATGGATCTAATGGTGGTGAG 

TCCTTTTTATCACCTGATTTCATCAACTCATCATATTTGCCCAAATCAATTTTGAAAAATTTGTTATTAAAACTA 

GGAATTCGAGAAGCAGGGTTAGATTCACTCAATGGAGTCTCATTCAGAGAACCTGATGAATCAATTGAATTGACA 

GACAAATTAGATCTATTAATATTGCTTTTCAATAATGTTGATTCTTGCAGTGTTGAAGGGGCAACGGAAATGGAA 

GTGGTTGCATCCAAATATGCTTCAGGAAGTTCTGGTTCCAAGTTTATGGATAATTTCATGATTTTCTCCATATTT 

ATCGAATCACAATTTAATTCAATCAAGCGCAAAAGCTTATTCTTTATATC^ 

GGTGATGGTGGATTTTCAAGTTGCCTTTCGTCACTATTATTGGCACCCA 

TTAGAAAATATAAATCC C ATAGAATC ATATCGAC GTAAAAC ATCGTC ATTGTACTTGATAATTTCATC ATAATTG 
GTCAAGTTGGTCAAATAGTCATTCCATCTATCAAAGGAATAATTTACTCGTTTCCATATCGATTCAAGTTCATAA 
ATATC AAC AC TC TTATCGGTAGTGTTCCCACTGTTGTTGATTACTAAATCTCC AAAGAAAGGAATC ACTCTTTC C 
TTAGG ATAAATTTTC CCTAAACC TCTTGGTGCC ATGAT ATGATAGGAGTCTTTAGTGCTC AAATCTCTGGATTC T 
TCGTTACCTCCTAGATGGGTTGACTTCCCATGATCAATAGTAGACTCATTAACCAAGTACCTTCTATCCAACTCA 
AACAAGLACAGGTGACCAATCGCTTTTCAACAATCTAATATAATCTGGTGCCACTAACGACCAGATTTTGGTTAAT 
CTCAAAACCGGCTGTGATAATATAACAGATGATATACCCAACCAGGATGACATGTTACCTGATTTATCTAATAAG 
C ATCCTAGATC AATC CATTTTTC CAATAATCTGGCTTTGTTTTC C AAATTGGCTG AACTC ATGTTC AT ACTCGAA 
TTTTCCACAAACAAATGATTTACCAACAATCTTGACAAATAATGAATGTGATAATCATTATTGAATATTAAAGGG 
TTCTTTTTATAGAAAAAATCTCGATTAGTGTCATCGCTAATTGAAGAATATAGCAATAAGGATTTGTCAATATTA 
GAGTTCC AGTTACTAAAAAACTTTAAATCAATTTCACTAATGGTATAAGC AAAATCAATCAAATTAATTTC TTTC 
AT AAAC AC AGTGG AATTC AAATC TTGGAATGGTTG AAC ATTAAGTGGTAAATT ATC ATT ATTGAGT AAATC TATC 
AACACTTGTTGCTTTTGAAGCATTTTGTTTTTGAAAATAGTGATATCTTCAATGTTGTAATGATTGATCATTTCC 
AATACTTTCAAAATATAGGGGGCAATGTCAGATTTTAATAAAAATCCATCAAAATGTTCTTCCAAATTCTGCAAC 
ACCTGCAAAACTCTGGAGACAACCAATTCCAAGTTTGTCATGCCCTCAAATTTCTTCTCAAATATAGTGTGCACG 
TAAAGAGAGAAAAATTTCATGATTTTCCCAAAATCTGGTAAAATAGGCAAAACATCAACTATAGTGTTGATGGTA 
CGGGTATCC AAAGGATC TTGATTGAAC AATAAAAAGTGGAAAATGGC TTC TAATGAATTTTTCCC ATCTTTGAAA 
AATGGAGCTGT^AAATCGATGTGTATCAAAATCATATAATAAGTCTGGATGTGGCACCTCAACTTTGTAATATGTA 
ATGTTGTGCTCTGATATATCTATAGAAGAAGTAATGGGTAATGTAGGTGGAGCAGTTACTGGTGTGTTGGGGATA 
CTACTAGAATAAGGTGTATGAAATACATTTCTATTGACTGGAATTGTTGTGGTTTCAATGGTGGAATTTTTCCGC 
ATCCCCAATGGAGGTGGATGTGCTGTTGGGGTATTTTGAACAATGGGGCTACTGATTTGTGAAACATCTAATGGT 
TTGGTATCAATTAGAGTTGAAGCATTAGTTTCAATTGTTGCATTGTCATTATTATGTTGAGGAGGATCAGAAACG 
ACATTTTCATTAATGCTATTACTGTTAGCTAATGAAGTGGAACTATTATTGAAATTATGGATACTGCTGCTACTG 
TCATTATTATTCTTCATCATTGCTTCAACTTCTTTGGGTATAGGAGGTTCTTGTAATCGAAACTTCTTGACATTC 
AAATTTGTTGGTGCCTTGTAAAGATATAAATGTGATCCTTTTAACTCGGCACGGTACAATTTCAAATTATTTTCA 
TTGATTTC AGTC CC ATTG AAAAC ACCATTC ACCC AC GAATGTTTTC C AAC AGTTGTATC ATGATCATGTTT AATT 
AAGGAATTCAATTTCACATTAGGTGCAACTGACGATTGGAATTGGGGAGAATTGAGTTTTTTTGTTGTACCGCCA 
CC ACC AC C AC TAC CACTATTTCC TGTAGCTCCTACTCCTCTAATAGATGTAGATGTGGATGTATATGTATGTGGT 
TGAGTATTATTCAGTGTTGCCAAAGTAGAAGCAGCAGTAGTTGATGATAAGGTAGATGTATTAGTTGTGGATTGT 
TTATCTGATAACGAATATGGTTGTTCGTGTATGGATGCCATATCTTCATAATCAAAACTGGTTGTATCCTCGTGT 
GACTCAGTGTGGACAAGGTGGTGATGTTGGTGTTGGTGGTTGCGGTGGTGATTGTGATTATGATTCTGATTGTGG 
TCAGAATATTGATCC GATC CTTGTTGGTGTGATTGTGTAGGC AAGTGTTC ATTAG AATC AAAGTGATG ATTTG AA 
TATATATTTGGTGAATTAGTATCGTGAGAAACACTCTTTCGTTTATCTTTATCTTTTCTATTCCAAATCTTTCTC 
ATGATGGTTGATTAAAATATTAGTTTGATATATTTGTTAGGTATTAATAATAAAAATCAAAAATCAAAAATATAA 
AAAAATGGATATGATGTTTGTAAGATCCCAATAGATTTATAAAGAACAAAGACGGAAGGAAAGAAAGAAAGAAAC 
AATTAAATAAATG AATC AATAAAGTGAAC TGAATTGAAGTGAAGTGAAC TG AAC TGAACTGAACT AAAATG AAAT 

GAAATGAATGAACAGGTTGTAAGAAATTTTTAAAAAAACCCAGGAAGAATTTTAAGATTTAAAATTTTAGAAAGA 
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AAATTTAATTAAGAGTAAGAGAGACGGGTCGCCAAAAAAAAAAAAAATCAAAAATCAAAAAAAAAAA^ 

TGAAAATTAAAAAGTAACGAGAATGAAATATACATAAAAAACATAAAAAATAATACCATTAATATATAATAAATA 

TACCNNACCACCACCAAGAAAAAATCCACCACCCANCTCCCTTCTACTTAGTCTTCTTCTACTACTTCTTGTTGT 

TGTTGC TGTCGTTC ATAC C TATTTTTTTTTAAAAATAATTTGTTCCC ATTTTGTGTATGTCTTAATATCC ATCTA 

TTGTGC AATGGTATAGTC TGTTATTGCTTTTTCAAGTGCTGTACGTC TAAACTATTTTTAAAATAAC AATCAAC A 

AAAAAGATAATACAAAATTATGACAAAAATTTACATACAGAAACAAATGGAAGAAAAGGAATGTTCATTGTCAAT 

GTTAAAACAATAAGAACTAAGAAATAATAATAAGAAATGKTTTGATTCATTGTTATTTTTATCCACCACTAGTAAG 

AACAACAACGAATACTCATGCTCATATTAGGACCAATCCTCTTAGCTATTCTCTATCTCTTTTAAATAATGTCTC 

TGTAGAGTATATACACATCTGGTTATCAATTTCGTTATTGTGGAATTATAACCAATTGGGAATAATAATGAGGAG 

GGGAGGGAAGGACGAGGACGAGAAAACTGGAATGGAAGGCGGACATAACTAAAGAGCAAAAACGAAACAAAGACA 

ATAAAAACAAAGTGTGACAAAACCAAAAAAAAAAAAGATAAAGAAGCAGAACAGAACAGAAAGAATTAAAAAAAG 

CGATTAATTATCGTCTAAAATCTTTCCAAATTTAAAACAATCGTTGAACTCTTCAACAACAACAACAACGCCATT 

GAAGTTCTTCTCTTTTTCTCTTTTATTTTGTGTATATTTTTAGTAAGTTGAATGAAATGGAATTGAAATTGA 

TGGAATGTTAAATCAATACATGTGTAATTTAAAATCAAAAAATCAACATTAAATCAAAATCTAACCAGTCAAACA 

ATTTCAATATGTAAATTGACGTGTATTTTAACCCTAATAAATTTTTTCACCCCAATGATTTCTGCAATCGTGTAA 

ATGTTTCAAAAATGACAGTTTATTTCTCGCTTGCCTGTGCTCGTAATAGCTAAGTCTTGTGTATGTATAGACTAA 

TAAATTGAGCAATAATGTAAGAAGATAATTATTTTTTTTTTGCAACAGAATCAATCAATCAATTAGT 

GCTGGTGGAGGGGGGAGATATTTGCGTTATCGATTAAACAAAATTCTTGGTAATTGATTAATTGATTAGTAACGT 

AATCTTGTAGATTTTCAATATCTGATCATTATTATTTGGCAACACGCCAATTCGACTTGGAGTTTGTTTAGCAAC 

AATATCTAATTCAAAGCCCATCAATCAGTCAATTCCCGTTTCTTTATTATATCAAGTACCCTGTCAGTCAGTCAG 

TCAGTCAGCTGATTGTCATATGTAAGCTAGTGGGTGAATTCCTATTGTTGGAAACTATTAAACAATCAACCTGTT 

AATATTACTTTTTTGATTTATTCTGGTTTAGACGTGCAGCACATAAAATAAAATAAAGTAAAGTAAAGTAAACGA 

CAAAAAAAAACCAATAACGCATAATGACATTTCTCATTAACGTGTAACATTATAATCACAATAATTTTGTAGTAG 

GGGTAAGAAAC AAGAATTTCGTTTAAC TCTAACTTTAAC TTTC ACC AAATAAAAAAGAAACCACAAACGAC AATC 

TATGAAGAGGAGGAAGAGAAGGAAATAAACGTAATATTCAAAAGAGGAACCTGAAACACTTAAAAGGGAACCGCA 

AAAGTTGCTGGCATTGTTTCATTACTTTACTGAGTAATAATATTACAAACCATTCTAAAAATATACCACTAGTAA 

CTTATGTAGACAAATCAAGATTGGTTAAATTATCAAACACAATAATGAATTCAAACAAGCTTTTTATTTTATGTT 

TTTTTTTTAAAAAAAAAATGTCACATTTTTGGTTTCACCCCTGAACCCCTTTGTTTTTTGGTGTAAC 

TTATCTATGTATTATGACAACATTGATAATGCAATTAACAAATCGTTTTGAAATGATTGATAAGTCTAACCGATG 

TC AAC AACTCTC AATTATAATCCTGTTTCCTATAATAAATCTAAGCTTC AAC C ATTAAATAAC TGC AAAACAAC A 

CAGAGAGAGAGAACTTTTCAATGGAGACTATTTCAAATACTAAATTAAATATCAACGCACAATCTAAAATGACAA 

AAAAATAAAATAGTACTGTCAAAAAAGGGGAAAGTGTAAATCTTTTTTTCATACCCACTGATAATAACTACTTTG 

ATAACAATATCAAAAGCCTCAATTAAGCCAATTCTTAGCTTAAGCCTTGTCACAAACTAATTTAAAATAACCAGC 

TACACCTCCTTGAGTATAAAAAAGAGACAAAAATAAAACATGTATATAAAAGCTATAATAAATCTAATAAAAAAA 

AGGAAGACAAAATTATCAAAAAAAAAAAAATAAGAAGAAATAAAAAAAGTATACTAATAATAGTTGTAGGAGCAA 

TTAACTTATTAAACCTTTATTTATCACTTTAAAGTGACTTGACATCCATCCATTAATCTCATGGTAGCACCAACC 

AGTCTTCTACATTCTGTATGGTTTGAATCCAATTGAGAAAAAGTTTGTAAAAGTCTAATAGTAACATAACTTGCT 

TCAACTAAAGCAAGTTGTTGACCTAAACATAATCTTGGTCCAGTTCCAAATGGTCCAAAGGCAACTCCACCATTT 

CTAGGTAAATTAGCCCATCTTTCAGGAATATATTTTTCTGGTTCAGGTCCGAAAAATCTTTCTTGACGATTACTT 

GAAAATAATGGGAAAATAACTTGTTCACCTTTTCTAACAAAAATTGGATAATTATTTCCCTTTCCACCACCTTTT 

GGTAGCACGGTATCTCTATTAGCAGTTCTAGTATTAATGGGTACTGGAGGATTAATTCTTAAAGATTCATGAATA 

CACCAACGTAAATATTCACAATTATGAATGGTTTCAAAAGTGA1TGATTCAACATCAGGGAAATGTTCAGTGATT 

TCTTTTTTCAATTTATTCCATACGGGTTTATTTTGAGCCAATTCGAAAAACATAAATGATAATAAACTAGCAGTA 

GTATTTCTACCGGCTAATAACACACTTAATAATTCATCTAAAATCACTTTACGATCTTTTGTTTGTTTAGCCAAT 

TGAT AAAGG AAAAC AT AATTTTT AC TTGG ATC ATTT AATTC TTCATC AGTG AAATTAATTGC TC G ATC AAC AAAA 

TGG AAT AC AAATTC ATGTAAATGTTTGAC CGC ATTTTTAAATTCTGGTGGATTC ACC AAAAAGGAAAAATAACC A 

AATACTAATCTTTTCGTCATATGATATTGCATAACATCAAAATTAGGTGCAAATTTTGATT^TTCTTCTTCACTC 

ATGGTAGAAATTGATGTTTCACCAAGAATCAGTTTTAAACAATCACAACTTTCTCCAAATAAAAAATCTGTAGCA 

TAATC AAT AGTAAAACAATGGAATAAATGTTGTAAATC AAATTC TCCTTCTC CTTGTTGTTG AAGTTTAATC ACT 

TTAATTAACAGTTGAATATATGATTCCATAGCCGTGATTTGTTTAATATGTTCTTTAGCAAAAATTGGTCTCAAC 

ATAATTCGACTATGTTTCCAACTTTCTCCTTCACTTGAAAAAATCCCATTACCTAATAATGGTTTTAAAGCAATT 

GGTCTAGTACCAATGGTCCAATTATTCAAATCAGCACTACTACACATGGTCCGGAAATTTTCTGGTTCAATAGTA 

ATGATTTGATTTTTCCCTAAAGCAGTAGTTTTCATTGTTGTTGTATCAAGATTATCAAGTTTCCGTTGAATATCT 

TGATAAAAATATCCACTTTTGGTTAGATTACTATTATCAACAAGGGCTTTAATCCCAAATATATCATACCATGTA 

ACTAATGGTGCTTGTTTTACTGGTTGACAATCATATTTACGTTTTATTGATTCTCTTTTCCAATATTCAGCAATA 

TAATAAATGCTGGCTGCTATAACAGCAATAGGTAATAAAATTAACATTTAATAATTTAGGGGAGTGGGGGGGTAG 

AAATTATTCAATGTAAGGATGTTTTATATGAAATAAAAAGAAATGAGAGATATGAATGAATAAAATTCTTTCTTG 

ATTTAAAATAATTTGAAGAAATTCAATTTGATTTAAATAGTTGACAGCTAGTAGTAGTGAATGATATGAATGAAT 
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ATACTTTTAGGAAAAAGGATAGAAGGAGGTTGGTGGGGAGACGTTGATTCAAAATTGTGTTTAATAAAGTTTGAA 
TAGTTTATTCTCATTACCATAATAATAATGAAAACAATAGTGATAAAATATATATGAAGACATGGTTTTTTTTTA 
TATTCTTTCTCCTCCACTTTCAATTGAGTTATAATAGTTGACTGTTGACTAGTTGATAATTATATTGATAAATTG 
AAAAAAAAAAAAAAAAATTTCACGTGGTGATGATTTCATCTAAATGTATGCGGAGATTGGAGAAATGCGAGGGGA 
AAGGAAAGATTACTACTAGTAGTAGTTGTTTAACTGACTAACTAACAACTGGAGTGTGGAGTAAAGAAACAACTA 
AGAAAAAAAAAAAACAAAACAAAACAAGAAGATCGTTGAGTTGCTCGGAGTTATTGCAAAAAAAAATTTGCAACT 
AATATTATCTTCGGAGTTAATTTCTTCTCCTC 

TAAAATTAAAAGATGTAAAACGTGTGTGTATGGAGCATTTGAATGTGATATTTCTTTCAACGTGTATCAAGTTAA 

CAGAAGAATAACAACAACAACAGCAACAACAATGAACAACGTTTTATTCTGTTTTGACTGTACAACTGATTGATA 

TTCAACTTTAAAAAAAAAACGAATTGACATGAAAAAATAACGCATACACATACTATTGTTGATAGTGTTAAAGGA 

GGAAGAACTAACTCTTTTTTTCAGATATTGTTATATAGTTTTTGATGAAAAGTATAATTCTGTTTTGGTTGTTGG 

CCACAGTAAGTGCTACGTTGTTTACGAAAATAAGATCAATTCAATGATTCACATTAAGATGGTCCAACATAATAG 

TAACGGATTTTACGATGTTTTTGTTTTTCTTAGGTTGTTTCGATTCTCAACAAGGACTTTTCAAGTTTGTGATTT 

GGTATAATTACTTCTCATCATTTAAACAAATCATATTACCATAGATATATTGCTTCCAAAGTATACCTTTATTCA 

AGTAAAGACAAATTAGGTGTTGTTTGTTATTACTTAGATAATTTTGCATCTGAAAATTGTAATCAATAACGATT 

CAACAGGGCTTAGTAAATTATACCATGCAAGTATGTTAGGTTGTTTGTTGTTTTAATTACCTTCTACCAACGTAT 

ATAGAACTCTTTTCAAACATATCAAGGCGGGTTTTACTTAAATAATCATTTTGTTAAAATAAGATTAACTGAAAC 

AAAAAAGTCTAAAACAAGGGGAGTCTATTGTTGTTTTCCCTTATTTTCTGGAACTCTGTATTATTTATTTTAAAC 

TGTTTTTATTTCAACATGACAATCACAAACAAAAACAGTGTTACCAAAGAGTCAATTTGGAATATGTGTGTTGAA 
ATTGTTTATTCATTGTATTATTATCATCTGCATGTGCTGTTGATGTTGATGTTGGTGATTGTGAGTGTGGTTTGA 
TTTGAAGTTCCGTTGTACCTTGTTTTTGGAAAAATAAGCTCTTCTATAAAGTGACAATATTTGTACCTCTTATTT 
TACTAATGATATTGTGGCCATTTCCTCGAAACCAAGAGTATGCTAAAAAAGTTAAACCTGGTTATGTGATGACTT 
GATC GAAGTATAGAATTTGC AGCTTTAAAAAATAGTTTTAGAATGC AAC TCTTGGCAATTGATC ATTTGGTAGTT 
TCTCTGTCCATGAGCAACATTTTCTATCAAATAAGTTTCGTTGAAAAGTCAATATCAGTATTCTTATACATAAAG 
TATCAAAGCCACAATTATAGTTAAATCCATAAGCGTTGTTGTTGT^ 

ACACAAAGTATCTATATCTATGATTGAAGATCATTGTTACAATATATTCACTCCCCTCGTACATGTACGGCACAA 
ATTATATATGAGCAGTTATCAGTTGTCTGTGATGCATGTGCAATGTATCAACAAATAGTGTGGTTGTTGTTTATG 
TGCTATTCCCATTCAATATGGTGTCATTGTTTTGCATTTO 

TAGTACACTCTATTGATCTAAATAAGAGAAGCAAAGTTGTGTAGGAATTAGTCGGTGTTACCTAACACATCGTGC 
AAAAGGAAGAACAGAAAAAGTTATATCCGAACATGCATTGTTTGTCTGCAAATCATGTAAATACATTGGGCCATG 
ATGAAAAATGAAGAATAACTTCTGGTTAATGCAAAAAAAAAAAATAAGTGTCTATATTATTAAAAATTAAGTAAT 
TGTTCTATATTATAAATATATATATATGCTTGTAGTTCGTTTTTAAATTTTTTCATCTTTCTTTTCAAGGAGGGT 
ATTAATTACATTTGTTTCTCCAAAAAATAATAAACAAATGGGTATTTGGCCTCTCTATTCCAAAACAAAGGCAAA 
TTTGGATTTATGACGAAGTGATTTACCATAATAATAGAAAACAAATGGCATTGGCAAAAGTAAAATACCAATACA 
CCCTAAAAGTGTACTTGCCCATTTAATTGTTAAATTGGTAAACATTTGTCTGGCAAAAAGTGGGAAAACAGCCCC 
AAATGCAGATCTAATAAATGTGTTACCAGCCAAGGCAGTGGCTGCATATAACAAGTAGCAATCAATAATATAATT 
GAAACATGGTAAGAAAATCAACATTAACCCATTACCAACAAATGCAGCACCAATGACGGGGACTATCCAATGGAC 
ATGTTGTGGGTAATTACCAGTCCAACCAAGCCAGAAAATACCAATAACAAATGTGAATCCACCAACCATCATGGG 
TTCTAATCTTTTTTCGGGGATGATTTTACCACCATTATCTTCCATGGCTTTAATGTATCTTTTTTCAAACAACAT 
AATCATACCACCACCAATCAAAATCCCAATCAACATGGCCAAATATGGTAATTCAGCTACACCTTGAACAAAATG 
ATATTCACCCAAGAAAATCAATGGAATAGCAGTTAAAAACAAATAAAGCATACCATAAATAAAAGCATTATAAAG 
ACTGACCAAAAACAAAATTGGTTCGGTGAAAAGCATTTTAAGTGGACGAGCAATATTATTTTCAACAATTTCTTT 
CATACTTAATTTCAATTCTTCATGTGGAGCATAAATCCCCCAATTACCTGTTCTTCTTCTTAATTCTTCAGCTCT 
ACGTGTTAAAATCAATGGATGATGAGTTTCTTGTAATAAGAATGTATTCATAAATAATGCCAAGGAACCAATAAT 
CCCACAGAAATATGAAGTCCATCTCCAACCCAAAGCACTATTTTTCACAGTGAATGCTCCCAAAATTGGTGCAAG 
CATAGGTCCACCAAACAATAACATGGAGAAAATGGCAATTGCCGTACCTCTATAACGATTATTAAACATATCGGC 
CATAACGGCAGGAGCCACAACCAATGGAGCAGCACCAATAAACCCAGCAAAGAAACGACAAATCATAATTGTTTG 
AATATCTTTAGCAGTTGCCACGGCAAATGAAAAACACACATAACCTAAACATGAAGGAACCATAACTAATTTTCT 
ACCAAATAATTCTGATAATGGACCATAAATAACTGGACCCGAAGCAAACCCAAAAACAAACAATGACGTGGTTAA 
AGTTGCTGGAGTCCAACCAATATGATAAATTTGCATTATATCAGCACTTGCTTGAGAAAACATTGCTGATCCCAT 
GGATACCGATAAGGCAGCAAGACCAACAGATGCACAATATAAAATTTTTTTCCAAGTTGGATAATTATGAGGATG 
ATCAGGATCATCGGGACCATCAAAGGCAACAACATAAGGATCTCGTGAACCAAGCATTGGAGGATATTCTTTACC 
TCCACCCATTGGTGGCAATGGTTTACTCGATTGAGATGCAGTACGTAATAAACTTTCAGTATTCATAATACTTCT 
GGTGGCTCTTCTCGATAATTCAGTATTTGATTCTATTCTACTCAATTCATCATCAGGAGGTAATTCACCACCAAC 
ATTAGCTTCATAATCTTTGACATTTTGTGCATTAAAACTATTAATTTCATTTTCTTCATCAGCAGTGTTACTACT 
GGATTCAACTGAATCAGTAGGTCCAACATAGCTTTGTACATTGACATTATTGTTATTAGTTATATGTTGTAATTC 
GTCATTAGAAACGGAAGTTGTAGTATTTTGAGTGATTGTTGCTTCAGGAGCAATATCGTTGTGATTGCTGTTGGT 
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ATTGTTATTCATTGTTCTATCAATTTAATAAAAAAGAACTAATGGATAATGAATTTTCCAATTGAATTTAGAAAG 

AAGAATAAAAAACCCCGAAGAATTTTTTTTTTTAAATTAATTACGACTATTCGTTTATATATATATATATATACT 

GTGGGTAAAGGAAAAAAACGGAAAAATAAAAAAATTCATTTTCTTACTGGGGGTTTATAATTCCTAAATAG 

AGTAGTAGCTGTTTTATTTTCCGTGCGATGGGCCGGCCGAAACAAGAAATTCCTTTTTTTGCTTCTGCTTTT 

TTTGCTTTTGTTTTGTTTTCATCCTCGCTTGATTAAGTTAATGT^ 

GCCCTCCCGTTTGTGTGATTTTCTATTAGTTGTTGTCGTTTAAATCCGATGTGCTAAAAAATTTTA^ 
AATTACTAGTAAGATGTTATTTCTTTTTATTTTATTTCATTCTACTTAGTTG 

ttaggttgagagtcgggttagtagcaaaaagggctgagcttcatccttcatacaatacacaaaattacaaaccac 

accggagatattattgaacatatttttcatattaaatccgaatagatgaattagtaatcagcatcattatcacx:t 

tttgttaccacaccagtttgattttgacagtatatccaaatacttctatttcaactgtttcggataaactctaaa 

agcataaaacatacatcaaggtttttggaaaactatttgcaccaaaagtttaatcaacaattgtaattctcaatt 

aactattagtaatatcatctaataatatcatctaaagaagaaagctataactaacctaattttcattggtccttc 

tcc ttcttttatc ttatc agacgtcaaggtttagtgaaaaattatgattaaataagtt acaaatt attcgtc aac 

caaccaacacgcatgcacacatctaaactaaacatcggctattaatttgcttttttcagtaa 

atatttggcatatacacgactagcattgtcatgtacaaaaattagtttctgtttaatttagcttgatatattcaa 

gtcaagatttaatgtgtgatatatgatttccccaaagggctatgtcatttgatgaaattttattggggtcggtgt 

TTATATCCTTGCGGAGTTTAGTATACGAAATAGAATGAGGGGATTTTATTTATTTTCTCTTCTATTGTTGTTCTC 
AATGCATTAACTTATTAACCCTGTAGCCGTGTTGTTTAAGCCGATTGTTTCTATTTTCGTATTATTTGCGCTCAT 
CACAAAGTATATAACTCCAGACATTGTTTGTAATACCTCCGTAGTAATAATAGTAAAGAACCAACCAACCAGCCA 
ACC AACTAGAAAGTGACAGAAAACTTC AC TCC AAC AAAAAGGATGGAGTAAC AATGAGATTCC CTCCCCCCCCAA 
AAAAAAAAGGTTAAAAGCCTACCTGGCTACTAACTTTAATAATACAAAGATTGCTTGTCACTTTATCCTGGAAAG 
ACTTTCTATATTTGGCTGTGGAGAAAGAAAAAAAGTAAAAATAAAGAAATGTCTAGCATTTAAATAACGTACATA 
CATATTTATATATATATATATCTAAAAAATCTAGAAAATCAATCAATCAATTAATTGTCTTAAATGAAATATAAA 
CTTTTTTGAAATAAAACGAACAAAAAAAATAATAAATAAATATAATTGTAGTCGTAATAGTAGTAGTAGTAGTAG 
TAATGTCATATATGTACAGTATAATGTGAATATCCCCATT^ 

GGCCAAGGCAACAATCCCAATGACACCAACTAAAGCACCACAAATCCAAATTGGTACTGCCGATGAAGTATCAGA 
ATACCAAGCAATAATGGGGACCATTGCGGTAGAGATTCTTGTGAAAAACAAACATAAACAATTCCCAGTGGCTCT 
AGCAGCTGATGGCATAACTTCTGGGGTATAAGCATACATAACCCCATAATATATATACAAGGCACAATAAACTGC 
TGATGTTAATCCAACATTTTGAGCTCTGGTTCTCACGGCAGTATAACCAAATAATAATGCCATGGTAGTGACTCC 
ACC AATAAACAATACCCCCTTTCTACC TAAAACTGGTAATAAATATAATAATAAC CC AGC AATAATGGGACC ACC 
AACTGAACTCACATTAGAAATGACTAAATCTCGATATACTCCACTAGTGGTATCAGCAGAGATATTGGCACCACG 
AGTAGC TAAATATTCTGGTAAAAACGC TGAATATAATGGATAAGC AATACCTAAAC AAGCCCATGAGAAAAACAA 
CAAGGAAGTTGACCAAGCTGATTTTTTGGTTGCAAACAAAATTTTCAAATGTTGAAACATTAATGACAATGTCCC 
ACCAAAACTGAAATGTTTCCTATAGTCATCATTACTTTCAATTTCACCACATTCTAACAATTGTTCCAACGTTAG 
TGAACATTTACGATTGTATTTGTGGGCAATTTCTTGTAATACTTCAACTGCTTCAGCATCACGATTATTAGCCAC 
CAAGAATTTAGGAGTTTCTTTCAATCTCACCACTGTGAGTCTTAGTATGGCCATGGCCAAAACAATTGATCCATT 
AGTATAAAACACATATCTCCAACCACGATTGATATGAGATGGACAATAATCAGCTGATTCACAACTATTATTTGG 
TAAAAATGCATAAGCTAATGCAACAGCAATAGTTTGACCAATCCCCCAAAAGAATGCGAAAAAAGTTAATAACCA 
TTGATCTTTATGAGGTAAATATTCCAAAAAGACACAAGTATCCAAAACTAAATTCCCACCAGCAGCAAATGAACT 
TAATAATACAAATAAACAATAAGATGCCATATTGCCCATCATCCCCGTCATGATTGTGAAAATAGCACTTAATAA 
T AATGATAAATTGAAAGCTAATC GTCTACC AATTAAATC AGCTCCAAACCC CC ATACTAATGC TCC TAAAATCAT 
CCCACCGGCATAACATTCATTACTAACGGGGAATTTATAACCAAATTGATAATTAATAAATGTACGGACACTACT 
TTCAAGATAAGTCAACATACAATCAGTACAATAACCCATACCATTCAAGAAAAATAATTTCAAATGATAAGGAGT 
AAACCCAATTTCATCAATGGCATCATTAATTAATTTCATTTTATTATGTAATATGGTATCATTAGCTTCTAAACC 
AACCATATCAAATTCCAGCGATGTGGAATCTTCTAAATAGTTTTCCTTATGAGAAATGAAATCCTTCTTATCATC 
ATTTCCATCATTGTTGATAGAATGGTTAGAGTGGTTTTGGTTTTGGTTTTGGTTTTGGTCCTCGCCCAAGTTTTG 
GTCTGGGGTAGTATTCTTTTCAAATAATGACATGATTAAGCAACTAAGTAATTAAGTGAATGAATAGCTGAATAT 
GTCAAAATTAAAAGAAAAAATGAAAAAGAAAGGTATAAGTAATATAAATAGGAACTTTTGATAGTTGAAAAAAGG 
AAAAAAGGAAAAAAAATCAGGGGGAAAAAGGGAAAAAACCGAAGAGTTAAATAATTAATTCTTTGTTACTTGATT 
TTGGTTTTGTGGGAGTGAAAAAGAAGAAGAAAAAAAAAAAAATTTTTCTTGTTAGTATTTTAATTAACTATTGAC 
AAGAAAACTAAAATATGAAATATACTAATAAAGTACGAACCAACCAATTATTTGAAAAGCAATTATATATTGGTT 
AAAATTAAACTTTTGAATTGATTAGCAATCAATTAAAAATGAAAACCACCAATAAACTTTCAGGATCAGAACGAA 
AGAAAGAAAGATCACGAAAAAATTTTTCAGTATTAAAAATAATATTAATTCATTGATTCATACATTCATTCATTT 
GTACATGCATGAATGCACCATCCACCCACTCACTCACTCACTCACCGCACAAAAGTCTAAATTGGCAGAGAGTTG 
TGACTAAGTACTAC ATTCTCC AC AAAATGTATAAC CTTAACCATAAC C AAC AAC AAGGAATTAAATATGTAGTTA 
TATTTCCTAGTATTATAAAACCTCTATAGTAGTTTTTTGAAAGACACAGATGGTTGGTTAGTTACAATTATCAAC 
AGTCTTAATCAAGTGTAAAATAGTACTTGCGAGAGAGGGGGGGGGGGGGGAAGAAGTTAGACAAGAAGTACAGCC 
TTTGGAATTATTATTATCATTTTTTTAATAACCTTCTCTCCCCTATACGGTTTAACCCACAAAATCATATCATTA 
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TTACATCGTACTAGTATACTTTATTTATGGGATGACAATTTGATTTTTTTTTGATCATGAAACAACGACAACAAT 
CAATCAATCAGTAGTTCCAAGAAATTCACAAAATCAAGAATCGTGCAACATGGTATAGTAACAAAAATTGACAAT 
AGCAACAATTGCAAAGCAAAGCAAAAAAAAAAAAGAACTGTCTTTCGTATTTAAAAGGCTATTGTTATTCAAAGG 
TAATCTTTTTGGATATTATATCTTGTTAAAAAGGAAATTAACCCCAAGTTTTCACCACCACCACAAAGATTTAGT 
TCATGGGTCCAAATTTATTATTATCTAGAAGAAGAGTGATTTTGTGGGGGGGGGGGGAGAAAATTATGGTAGAAG 
ACTTCTAACTTAGGGGGTCTTTTGATTCTAGAAGAAATACCCCAAGAAGAAAAATAATATGCATAAATTGCACGC 
ATGACCATTTGTGGTAGTAGCCAGTTCTTAGGGAGGAGGGGAGCGGTGTGACAAGAAATGAATTTTTGGGCGACT 
GTACGCCGGGAAGTGCCGAGACTTTC CTTTC TTTAC TTC ACTTTACCTCCCATTCGCATATGCAATAAGATAAAA 
TATAAC ACTTTAAG AAATCGATTTGACAATCTGTC TAGATCAGACC AAGAGAATT AACAAAATGTC C TTGTTACT 
GTTCTAACACTACTCTGTTAGCCACATGAGTAAGATACACCTTTACTTTATGTGTATTTGGCTAATTAGTGTAGA 
CCCTGAACCATTTTTTTTTTTCGGTGATTTTTTGTAGATATTTCTCCTATAAAAAAAA 

TTGCTGATAAATATTATTGCCATAGAATAGAAACTTATCTAGCCAATAAGATTAAGCTACTATAGCGTTGAGGGT 

TGGCTTAAC C CCCTC AC AGAAACTATAGAAGTTTTAAAATTAAACTTTTATTTTAAATCTGTGGCTAGTGTTGTG 

GTAAAGTACCTTGACTATTGAAATGAGTCTACATTTTGAAACACTGTGCTGTGATGTGATGGATTTTTGTATATT 

TATGAATACAACCAGGTATAAATATATATATATATAAAACACAAACAAACACTATTCATAATCATCGATATATTT 

TTGTCTCATTTCCATTACTTTAGTAAATAATGAATTTTTTGAATCACCACTATCTAAACGAATAATTATATCATC 

AACATCCCAATTTTTCGATAAATAAATTTCAATTTGTTCATTAATTTGAATTAATTTATTATATA^ 

TTGATTAATTAAATCAGGAGTTAATTTAGGAATTTTCGAATTTTGTAATAAAAATTCACCACCGGTATTATTA^ 

AATATTAATAATTAAAGAAATATAATTTAATAATTGATTTATTGCTGGACCAAATCT 

ATTAATTGGATCAACACATAAATCTTTAGTTTTAGAACGTAAATGATATTTTATAGGATTAGTTTCAATTTCATG 

ACATAAATTATATAACCAATCCAATTCAATATTTGTTGTTGTAGGAATCAATTTTGAAAATTCCCAATCGGCCAA 

AATATCAATACTTTTACGGATTAATGAATATTTCGAAGTACCACTAGGATATCGATCATATACATTTAATT^ 

TTCTTCCATTGGATCAGGGAAATTATCAAAACATTTTTTCAATTCATCATCAATTTTAATATTAGGTACATCCAA 

TTTATATAAAATCCCCTTTATATTCCCCCAATGTACACAACTTTTCAAAGCTACTAATACATCATGGGATAATAA 

TGCCTCTTCTCCATAATAAGATTCAATGAAATATTTCATATAATAACCTTCTAATTTTGTTCCAATATGATGATC 

AGTATGTAAAAAATTCAATTTTGAAGCAATCATTAAATTAACCCCCCATTCAATATGATGATTTTCAATAGGATG 

ACATTGAATATAATCATCAGCTAAATCTTTTAAATCTCTTGGATCATATTTAGCATTTTTAAAATGAATAATTGA 

AGAATTTTCAACTTCATACCATTTATTTTTCTCTAATTCTAATGCTAAACTTAATATTGTACAACAAAATGATGG 

GAATTGTTGTAAAATTTCTCCTTCACCAATATTATATAATATAGTAAATGCTGAATAAAATGATAATTTTTCATT 

TAAATCTTCAGGATAAATAATTAAATGTTTATCTTCTTGAC 

TTTCCTACCCTTTTTATTATATTCAACTTTTTGTAAATTATCAATTTGATGTAAAATATGATCTGAAAATGTAAT 

TAATGCATCTGATGTCGACATTAACGTGGTAGGGTGAGTTGTTGTAGGGGTAGCCATAACTGTGGGGGTAGCAGT 

TGCAGTAGTCATATCTCACTAACAAGCTAAGCTAGTTGAAAGAGTTTAACCAGATCAAGGGTAGTAGTAGTAGTT 

TATTAATAAATTGATGTGTGTCAATTTTTTTTTTTTTTGGGTTTGTTTTTGTTTTTGATTTTC 

GGCAGTCAGTTAGTTAATTGTCGTGTTAGAGAATAGAATTTAGACGAGCAAAAAATAAAGAAGAACTTGACACCA 

TCCCGTCCGCGTCTAAAAC AAAAAAAAAAAAAGAATACTC GGAAAG AATAATACTTCTTC AGTCTATATC TATAC 

CAAGTACCAAACAACATCTCTTCCTACGTATTATGATATACACATAAGTATAGTATATATTGAACAATATTGATA 

C ATAAAAAC ATAATAAACAC AC AAAAC TTTTAAAC TTTTTCTAATAGTAC ATAACTGGGAC AAAAAAAAAAC AAG 

TCTAATAACTCCAC AACTC CCATC ATTCTTCTAACTTGTATTGGGGAAAAC AATAATC TAGCTAATAATTCC TTT 

T AATGGTCATTC GC AT AAC CGCCCTATC ATT ATAACATTTCTTCATCGAT ATT AAAAC TAGAATC AATTTC ATCT 

TCTAATTTTACAGTATCATCAGTCATTCCAAAATAGTTTTCGTGTTCTGGCACAAAACAATCGCGTTGTTGGTGA 

AATTGTTGATGCTGCTGCTGCTGTTGTTGTGGTTGTTGTTGTTGTTGTTGTTGTTGTCTATAACCATCCACAACG 

TACCCTTCAACTTCACTTTCTGGACTAATTATCAATCCACTCAAATTTCTATTCCCATTATGAGGTGTATGTATT 

ATATTATCTTGTCCAGCATTATGATATATTGATTGTGGAGTATTTGGAGTTTGATATAATTTTTCAATTGATTCC 

AGTTTAAATGAATAATCTTCTAAACTACAATCTTCAAATTTTGTTATTGTTTCATTAGTTTTAGGGTCAACAAAT 

TGTCTTAATGTACCCCAAGGAGTGATTTTTATTATACCACCATCGGGATGAATGAATTGTGGCCATTCAGTTTCC 

GAAGTAATTTGATCAGGTTTAGTTAAATTTTTCACTATACGTTCATCATCAATATAATGTTCATAATTGTTGGCA 

TTGGCATTGGTATTGGTATCATCATGAAAGGTTAAACTGTTTTTCCGTTTATTATTATGAGGGAAACAATTAGTA 

GTATTAGTACTAGAAGGAGCAGGTGATGGTAATCTATAAGCAACCATAGGTAACAGTTAATTTAATTGTTGTTAT 

GGGGTAGGAAGTGGGTATTAAAGTATTGAATAAACTAAAAGAAAAGAAAAAGAAAAGTAAGAAAGAAAGAAAGAT 

GTGAAAAAAAAAAAAAAGAGAGAGAGAGAGAGCGAAGATTAAAATTTTGTTCACTTTGTGTGGGAGGAAAGAAAA 

AGGAGTGTTGCAAGATTAAAAATTCTTCTTTAGTTAAGTAGTAGTAGTATTATCACCGCTGCTACCAAACGTATA 

CATTGTGTGTAGTAATATGTGTGCTGCGAATTTTAGAGTCTCAGAACTTGAAAAAAAAAAAGAAACAAGAAATTT 

CAAATTCCATCTGCTGATAGAAGACGAATTTACCACAAATATTATTAAACGCGTACTGACTAGTAGTATTTACTT 

AATATTCATTCAACTTATTGTATATGCAATGCTGGTAGTGTTTATTATTTGTTTAATTTTAATTTTGACGCGTGA 

TTATTGAACGGTACTCGTATTAATCAACTTTAGCCAGCCGCCCCCCCAATTATCTCAAGAAACTTCCCCATCTTA 

CCACCTAACTAACTAACGCGACCTGTAATTCGTGCACGACTTTTATTTTCTTTTTTCTTTGGTTTCAAACAACAG 

GCATGTACACATGTACACGACTAAATTTTAACACTCACACGACCATGAGCAAATTTCAAGTTTCCCTTCAATTTT 

ACAACCAATGGCATTAACGACAACTTGCAAATTCATATTAATCTATACTGGTTTTACCTATGTTATCTATTTAAC 
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CAGAC ATTAATCAC TATCTTCATCAAC ACCAAAATC AGTTAACCCTTCTC CC ATATC ATTAATGAAATCTGAACG 

TTGAACATTCAATCTAGGATCTAATCTTCTTCTCAATTCTTGATAATTTCTAATACTACGTAGTTCTTCCTCGTC 

TTCCTCTTCCCTATCACGCTGATATCCTTGTTGTTGTAGCACATTAATTTCAATTTCTTTTTGTCTAA 

AGGAGGCCAAGGTAAATTCAATTGATCATCTTGTTTATAATCTTGGGAAATTTGTGGTTGATATCCATTACTCTT 

AGGTTTACCGAATGGTATTAACCACATATAAGGATAACCCAAAGCATTTACTAAATTCTTCCATATTCCTAAATT 

ATAAGGAAATATCAAATCATCAATAGTGAAATTTTGTGGCACTATTGTTGAATCTTCATTATTATTGGTTGCTAA 

ATTAATTAATTCAACATCCTCATCCCCATCATCATCATTATCGTTATAATTGACATTATTGGTGGTATTAGTCCA 

GGTGTTCAATTCAGGAAATGGTTTACCTTTATGTAATCTTCCATAATTGAATCGAATCAATCTCCATAATCGTTT 

ACTTGACCATTGAAGTTCTAATCTTTCCCATTCCCATATTTCTATTTGTGTCATCCCCTTACATATATTAATCAA 

ACATCGAATGAACAACACCAATATACTAGCAAAGACAAAAAAATTTAATGGAGTAATAGCAATTATGGCCACTAA 

TTCTGTCTTGTTGAATAAATAGTGTGGCATATTCAGATTTTCATAATAATTAATAATTAGTTTAATCAATTGAAT 

CATTAAATATCCTGTACCCCAAATGATCCATCCAAGAAATCTCATGAAATGAGGTAAATTATTATTTCCAACACA 

ATTCAATGTC CAAGGGC AATGATGATCCATTTGTAAAAC AC ATTGTTGAC AAATTTTACAATGATGACTTC TTGG 

TGGTTTATAATTATTACATTTCTTACAATACCTTATCCATTCACATCTATCTCCACTGATTGGTTCCTCCCTTAT 

TAGGGTTTCATCTTCTCTAGATTCTAGACCTAACCCATCAGAATCATCCTCGGTTTGTTCAATTCTTGTAGACGA 

CGCCAAAGATGGTTTATAATTTTTTGGGACTCGTCCGGGATTGGTATATATTGCCAATAAATAAGATATCCATAT 

CATAGTCACATAAAATTCATAAATCAATTGT1X5TTTCATTGTTAAATGGTGTCGAAGAATAAAATAATGTC 

ATAAGATAATGAAAAAATGATTATACAAGGAATAATCACTCCCAATATGGGCCATTTTAACTGTACTGCCATGAT 

TATTCAGTAAAAGTATTGTTTACCATCTAATTATGAAAACTATTCAACCTA 

TGGTTGTACTAATAGTTATTTAGTTAATCT^ 

AC TG AAC C AT AAAAAAAAAAAAAAACC TTTGAAAAATAATC TC AGTGG C AATATC AAC AAAC TT ACTCTCTTC TT 
CTTTTGTAATCATTACAACAATTCTTATATAACTAATATTTTATCTATATCATGGTATGTCAATTTGTTACAACT 
AAACACAATGCATTGCTCATGTATACTAACTGATTTATAGACTTCAATTGGTACAGGTTACGATTTATCCAACAG 
TGTTTTCTCACCAGGTATGTAATCAAATCAAATTAA^ 

CTAACTATATATAGATGGGAGAAATTTTCAAGTTGAATATGCCATGAAAGCCGTTGAAAATGGTGGTACATCAAT 

TGGT ATT AAATGT AAAGATG GG ATAGT ATTGGC TGTGG AAAAAATC ATTC AATC AAAATTATT AATC CC C AAG AA 

AAACAAACGAATTCAAACTGTTGATAGAAACATTC^AGTAGTTTATTCGGGTTTGTTACCCGATGGACGTCATTT 

TGTTAATAGATGTCGTGATGAATGTCAATCATTCAAATCAATTTTCAAAACTATGATGCCAATATCTAATTTAAT 

GGATAGAATGGGTATTTATGTTCAAAATTATACTTGTTATAATTCAGTTCGTCCATTTGGTATAGTATCTATTAT 

TGGTGGAGTAGATAATGAAGATGGGGAACCATACTTGTATATGATTGAACCTAGTGGTAGTTATTGGGGGTATAA 

TGGTGCTGCCACTGGTAAAGGTCGACAAATTGCCAAATCAGAATTAGAAAAATTGAATTATGAAGAATTGACCTC 

TTTAGAAGCAATAAATCATGCTGCAAGAATTATTCATTTGAGTCATGAAGATAATAAAGATAAAGACTATGAATT 

GGAAATTTCTTGGTGTAGTAAAGAACACACTGGAGGTAAACATCAATTTATTTCTGATGATTTATTAGAACAAGC 

TAGAAAACTTGCTGAAGAAGAGGAAGAAGAAGAAGATGATGATGAAGAAGAAGAAGCTGGTGCTGATGATGAAGA 

AATGGCTCCATAATGTGAATATATAGGTTCAAATTTTGTTTTGAATGAAAACAAAAAAGAAAAGAGAGAATGAAT 

TATTATTAACTTACTAGATACAATTAAATAGAAATACAAACTATCAATTTGTTGTTTCAAAGTTGT 

ATTGTATGAGTGTAAGAAAGGGGGGGGGAGTGTGTATGTCGTGGTCCCCTTGAGCAAAAAAAAAAAAAAATATTT 

TCTGAACGTGTAAAAAAGTAAACAAATCAATTTGATAGTAAAAGAAAGAAGTTAACAACCAAGTCATACCTTACC 

AAATCAAACGTCTATATGTGGAATAGACAACTAATTTTTTATTTTGAAACATTTTTAAAACATTATTAGTACCTT 

GAAAGCTTTTTATTTTCCATGTCAAATTTATCAATTAATGAATCAAATGATAATTCAAATGTATCCATTTTACTG 

AATAAAAGTGGTGCTCAAAGTAGTACTAATAGTAGTCCTAATCTTATTGTTTTTAAACAACCTGAAGATTTATCA 

ATTCAATTACAACAACAACAACAAGGAACTCAAGAAGATACACCAGAAGAAGAAGAAGAAGAAGAAGAAGAGATG 

GAACAAATAACGCAATTGGAAGTTCAACAAGAAAACCAACCAGACACTTTATCTTCTAGTCCATTTATTTCACGT 

CCGAATTCACCCCTTGATGATATAATTAGACCCCAAGGCACATCTTCACCATCATTGACTATTAGAGATTCTTAT 

TCTTCTCAAGTAGATATCAATATATCTAATTTACACAAGAGTTTGAATGAGATGAGATTATCAACTGATCCAGTT 

GACAACAACAACAATAACAACAAAGTCAACAAAAACAACCCTACCAATAGTGATATATCTAATGATGATATCATA 

ACCATCGATAATTTGACTCCAAGTAGAATACAACCAAAAAACATATCGCCATGGAGACAATTCCGCCCTACGTTA 

CGTGGTAGTCCAGAATCAACGCCACGGCTGTTGTTTCAAAATAAACCCAATTTGAAATTTAATAATGGTCTTAGT 

CCTACTAATGGTAGTAGAGATATGGTTACAAATAATATTGCTACAACAACCAAATCAAGAGAAGAAGAATTGAAT 

AAACGAATAGTTAATTATAAAATCCAATTAAAATTGATGAAGAATTTTTTACAAGAATTGATTGATAGAAATAAT 

CTTGATCCTCATGAATTTCACACATTATTAAGAAGAAACAATAACAACATCATGAATAACGAAAACAACCCATTA 

TCAACCTCATTGTCGCAAACTTCAACTTTAGAAATTCAACATCAAAATTTACAAATTGAACTAGATGAAGCACTT 

GAATTAAATAAACAATTGTACAACAAAATAGAAACTGCAAATAAGGAAATCAGTGATAAGGATTTGCAAATTTCT 

AATTATGAATCAAGAATCAATTTAATTAATTATTCTGTTGATGAATTAATTTATATTTTGATCAATGAATATGAT 

AAAAATAATTATTCCCACGGCGGCAGCAACACCACTAGCCCGGGTAAAGAAACTTTACAACAATCCATATCGGCA 

CAATTAGAAGTTAAATTGAATGTTTTGAAATTAGAATTGATGACTAGATTGGATCAACTGCATCAATATAATAAT 

AAACCACATGATTTATTTACTCCACCATACACATCATCTGAATATGGTGTTAGCACCAACAATGTCGCTAATAAG 

AATGATTTGGAAGGATATATTCATATTATCGAAGATTTGATTAAAACGGTTGATGAATTGGAATTAACTTGTGAA 

AATTACAAGGCAAATAAGAATGAATTACAAAATCAATTAGTTGAACAAATAAATGAATCGATTCGAATTAAAAAT 
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AATTTCCAAATTATGTCCAATAAATTTAATCAATTACGTCAATCATTGAGTGAGAAAGAAAATGACAAGAATCTA 
GATGAATTTAGTAAAAACAATCACCAGCAACAACAACAACAACAAATACAACAACTTGAGCAAAAATTGATTGAG 
TATGAAAAATGTATTACAATATTACAAGATGAATTAGATCAATACAAGCAACCTTCCGATACCACCAATACTACG 
AACAACAACAACAATAACAATAACAATAATAACAGATCGTCATATTCATCGTACAATAATCATCGCAATAGTTCA 
TTGAATGAATTGAATTTAGTGAATGATTATTTACAATTACAAACATC 

CAGGTAAACAATGATTATAAGCTTTTGAATAGTTCAACACTGGAGAAAATCAACAATTTAACATCAAAATTACAA 

GAAAAATCAATTGAATTAAGAAATCAAATGGGGTTGAATAATAAATTACAAACAGAATTGAATTTATCATTAGAT 

AAACAACGGAAATATAATACTGAAAGGATACAAATGTCGTACACTGTTGATTCATTGCGGAAAGACAATGAGGCA 

TTACAATTGAAAGTTAATAAATTGACTGATCTAATGACAATTGATAGAACTAGAGCAGAGAGTAATTCCCAATCT 

ACAGCCACATCAACATCAACACCAACTCCACAAACGGCTCCAACTCCAGCCCCATCAGCACTAGCAACCGTAGCA 

CGAACTGCCTCAACGACATCATCTTCAACAACAACGGTAAATACTAATACCAAGACAACAAACGAAAACAACAAT 

AGCAGTGCTAATATTGAATTGGGAGTGAAGAAAATCTCTATTTTAGAATATCAATACAAAGATTTATTATTATAT 

GATACTAATC AATTC AAAAGATTAATTGAAAGTTATAATAAAATAGC TGATGATAAATCTTTATATGATC CGAAA 

ATGAAATATGAAAAATTATTAAATCATATAACTGATATTAATAATAGTAATGGGATGGGGAAAAATATTGATATT 

ATTGAAAATATTACTTATATTAGAGATAAACATAAATCAATATTTGAATATTTTATAAGAGCCACCGATATATTA 

ATCAATGATCATATCAAATTGTTATTAAAAGAAAATGATGATTCAATTAAAGTTAAATATACTAAATT 

AAATTGAATAAATTGATTAAAGAAAATGAATCATTGAAATCGGAATTAGAATTTATGAATCAACAACAACAACAA 

CAAAATCAAAATCAAAATACTAATGTTGATGGAGATGATTACGGTAATACTAGTACTAATAACGATCCATTATCT 

AAATT AAGAATG AATG ATTT AAGAAAT AAATGGAAAGC AG AAAGAGAAC G AAGAATTTTAGAAGATC AAG AAGC C 

AAAAAAAGATTTAAAGAACTAGAATTGGAAATTCAACGATTGAATGAAGTTATTGGTAATAATAATAATAATAAT 

AATAATAATAATAAACAAACTACAAATGATAACAACTAAAGGAATCAAGGTCCTATTTTCACCCCGACAAAGATA 

TTTTAAAGTGAAAACCTACCTATATTAACTTGTATTTGAAAGATTCTTGATATTCAATGATATTGCCTCTCTATG 

TATTTGTATTTTTTCTACTATTATGAGTTGAAATTGATAGTATTTATATATGCTTCTATATTTATTAAATGAAAA 

TTGTCCTAAAAGATTAAAGAGCCTTGTTGGTGGTGTTGGTGGTGGTGGTGGTGGTGGTAGAGATGAAGTAAAGAA 

TCAAAAGTCGTGTCTGATTGATTTGACCACAAGACACGCACACGCACACACACATAAAAAAAAAAATTTTGTACG 

TTTTAAGTAACAACAACAACAACAATAACAACAAATCATTTTGAAGATGTCAATTAACGAGGAAGA 

ACTTGAAAAGGAAATCAAATTAGATGACATTGATTTTTCTGATTTAGAAGAAAAATATGAAGTTAATATTGGATT 

AGATAATTATATTATTGTTGATGGAGC TCCAATTGC ACC AGAAGCTAAAGTTCC AGTTTTAATTAAAGTTTTAC G 

GAAATTATTTTCTCAAGTTGGGGAAATTGTTGAAGGAGATGAAGGAATTTATATGCCATTAGAAAATGGTAAATC 

TAAAGGATATCTTTTCATTCAATTTAAATCAACAGAACTGGCCGATTTAGCCATTAAAAAATTACATGGGAAAAA 

ATTGGATCAAAATCATCGATTATTAGTTAATAAATTATCTGATATGGAAAAATATGGTGTTGATGGAGCTGTTAA 

TGAAGAATTCATTGAACCAGAAATTGAACCATTTCAAAGTCATGGATATTTGAAATCTTGGTTACAAGATGAACA 

AGGTAGAGATCAAATGK5TTTTACATTTTAGTGAAACGGTAGGAGTTTATTGGAATAAAAAATCTGCTGATCCAGA 

ACCAGTCATTGAACCAAGAAAAGGGTTTACTTCTAAATATGCTAAATTTTCACCAAAAGGGACATATTTATTTTC 

AATTCATCCTCAAGGTATTCAATCATGGGGTGGAGCTAATTTCAATAGTATTAAAAGATTTTTCCATCAACAAGT 

TAGATTAGTTGATTTTTCTCCAAATGAAAAGTTTATGGTTACTTTATCACCTATTCCAATTAGTTTACCCGATTC 

AACGGTTGATCGTGCTCAATTCCCATTTGGTCCTGAAAGTGAAGGTCATAAATTGGTCATTTGGAATATGATTAC 

TGGTGAACCAGTCAGAACATTTGCTTTACCACCTCATTTAGAAGGACAAAAGGAAATGCCGTGGCCATTAGTTAA 

ATGGTCTTATGATGATAAATATTGTGCTCGTCAAGGACCAGATGCTTTAGCCATTTATGAAACTGAATCCAATTT 

CCAATTArTAGATAAAAAATTGGTTAAAGTTGATGGTATTCAAGATTTCGAATGGGCTCCAGCTGGGGTTAAACT 

TCATAATAGTAAAGCTGTTGATGGTAAACATGTTTTGAGTTATTGGACTCCAGAAAGTACTAATCAAACCGCTAG 

AGTTGCCTTGATGCAAATTCCTTCGAGAGAAATTTTACGTACTGTCAATTTATTCCAAGTTAGTGATTGTAAAAT 

GCATTGGCAATCTAATGGGAAATTATTATGTGTTAAAGTTGATCGTCATACAAAATCAGGTAAAACTATTTTCTC 

CAATTTGGAATTTTTCAAAACTAATGAAAGAGATATCCCAGTTGAAAAATTAGAATTAAAAGATGTGGTGGTTAA 

TTTTGCTTGGGAACCAAATACTGAAAGATTTATTACTATTAGTAGATTAGATGATGGTAATCCGAATCCTGCTAT 

TCCAAAAAATACCATTTCATTCTATGCACCAGAAGTTACCAAAGGTGGAGTTAATCACAATCTGAAAAAGAAAGG 

TGGTGCCGCCATTGCTGCTGCTGTTGCTGCTGCTGCTATTAATAATCAACTGTCAACTAAATATAAGGCATACAC 

CAAAATCGAAAACAAACACTCAAACACTATTTTCTGGTCACCAAAGGGAAGATATGTTGTTGTTGCTACTATTTC 

AAGAACTTCTGGTGAATTGGAATTTTTCGATGTTTCATTTGATGATGAAACTAATAAAAAATCATTACCTGCTAA 

TGTCAAATTATTAAAGACCGATAAATTTTCTGGAATGACCAATATTTCTTGGGATCCATCAGGTAGATTTGTTGC 

TGCTTGGTCAACTTCTTGGTTACATGCCATTGAAAATGGTTATAGACTTTATGAATTCACTGGTAATTTATTAAG 

AGATGATTCAATTGATCAATTCAAAGATTTTGTTTGGAGACCAAGACCACCATCTTTATTGACCAATAGTGATAA 

AAAGAAGGTC AGATCC AATTTACGTGAATATAGTGC AC AATTTGAAGAAGC TGATGCTATGGAAGC TG ATGCTGC 

TGTTAAAGAAATCATTTTGGCTCGTAGAAAGGCTTTGGAAGAATGGAGAAAGTACCGTGCCAAACATATTAGTAA 

ACAAGGTAATTCCAAGAACGAAGTTCAAGCAGAAATTATTGAAGAAATTAAAGAAGAGATTATTGAAGAAAAAGA 

AGAAATTGTTGAATAAACGAATTACCGACAAAAGAAAGTTTTTTAATCCATAGTTATAATAGTACTTATATATAT 

ATATGTATATATATTATTATTATTATTTACATGTATCATTTATAAATTCTATACTTTTTTGGTACGTAATTGTAA 

TCCATGCCATTTTTTAATTTCATCTTTTAAAATTTCATTAACTAATCGATGTTGTTTAATCATAGTTAATCCTTT 
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GAATTTTTCACTTTCAATAAATATTGAAAACATCGATCCACAACCTCCTGATACATCTTTAATTTTTAAATTCAC 
TGGATTCAATTCTTGTTGTAAAATATTATAAATTTTCAGTTCATATTCATCCATTGGTTCTGATTCTTCTTGAGG 
AGTCGAATAGTTACGTTTCGATGACAAAAACGGCGATATGGTTCTTTGATTAATACTGCTGTTATACTTGTAGAT 
ATTACTCAAACGAATATTTCTTATTATATTATTTCTAATCATGATGGCAATAAAAAACTGAATAGGTAAATTGAG 
AATAAATGGAAAGAGTTATTGGTTATCTCTTCATCGATTCATGCAAAAAGTTTTATTGATTCTGAATTCAA 

AATCTTCTTAAATAAAACAGTTGCGAATGGAAATGACTTGATTCAATGCAACATATAATTAATAGTGTTGATATA 
TAACTTAATGGACAATGGCATGGAACAGAACATATCTACTTAACTGTCAGTGGGGTGTAATTGATTTGGAAACTA 
CC TC ATGAAAGAGTTAGAAGTAATTTTGATAAC TCATAGGACAAGAAC AAC AGTGGTGTCC AATAAGACACGATA 
TTTATTTATCCAACCTAATGAATAATTAACTTATGGACTGGTGCTCCTTTTATTGAAAAGTCCATTTTGGGACAG 
TGATAAGCCAATGTCATAAAACAGTGAGGGAATTTTACATTGTATGGTTTAAAGCCAGACATATATTATCATCAT 
CGGTAAATAAATCACCGAGACCAACAAAAAAAAAACTCCCCAGAAAACAAATATAATAGTTAACGTCCTTATTGT 
TTGAATTCAAAAGTATATGTTTATTAACAATCATGCCTCCTATTTCCGACATTAATGTTATAGTAAATTATCTTT 
CCTAGCCAAAATTCTTTAACCCCACAAACACAAATAATTATGAACCCGATGATCGAGAAGAAAAGTGATTGTTTT 
ATTTCCCGCATCAATTAAAAGTCATGTAAAATTCAAAGATAATTTATTGATCAATTACTTGAAAGATCGATCTCG 
AGACAGGGAGAACCATTCATTGATGACCAGTTATATTGGTATTACTGATC^ 

CCCCGAAACAAGGGTCACACGAAATATGTATATTTCTTTGAAAGAAGGGACGAGATATTTATGCTTAAGAATGAG 

ATAGAGGAAAACAAATAAGCGATTAAATGTAAAACTGATGAACCATAACCCCAAGTAGCATAAGGATATGTATAG 

AAAAAAGCCTACAATTACTGATCAGGTGTAGATTAAGCCACTATGTATTAAGAGCAAACTGATTAAATATGATCA 

ATCTAAAC AGTAGC TC ATCCATCCTTAAAGAC TACTCTCGGTTGAAAATACCGATTGATCACAATGC ATCGTTTC 

CGAAAACCGGTTTCTTTTTTTTTAAAAAAAAAAAAAAGATTTAAAGCAAACACATAATATATGGCGGATTA^ 

ATTTATCTCCGAAGAAAACTCTTTGCACGGGGATACTAAAAAAAAAAACGGCTCGGAGATATTATCAAGACGGTT 

AAATTCATTGGCACAAAAAAAAAAAGCGCATACTTATTATTTGTCAATCATTCCCAATAAGGAAAGACCGAAAAA 

TTCAATTCTACCATTTAATACTTTTCAAAATGATGAAAGAAATAGTCCATACAATCAAATCACATAGGTCAAATT 

ATCCTAAAGTCTTTTTATTTAAGATAAGCAGTTGATTTAAAAGGTTTCCTCAA 

TTTTTCTTTCTTTTTTTGGTTTCATCGTCCGTCGTCGTCGTCGTCATCGCCACAAAAAAAAAAGGCACTAAACTC 

AATGCAAATTAAGTCTAACTCTACATTAGGAATCTTTTTTTTTAACGTTTGACTCAATTAGTATTC 

TATAGGGAAATACGAAAGGTGTAACTGAGCAAAAAACAGATATATGTAGGGGAATGGGGGGGTGGGGGAAAGGAC 

GGATGTTGTTTCAATAGTTAGTCCAACACCAATCAAATAATTTGATATGTCAAACCCAGAGATACATGTATTCTA 

ATAAAGTTAATTCAACAAATATGAAAAAAAAGAAGTACTACTGTAAAAATTATATACGGATGTATGTGGATTAGT 

TTACGTCAGATCCAAAAGATCATTTATTTAGTAAGGTTATAAAAAGTAGAAAAAGTAATTTTATAATTGCTGTTG 

AAGATCAAATTTGCTTTTTTTGTTTGATTTGCGCGTTTCTAAAATCAAGTGGCTCAACAACATCAACAACATCAA 

CAACAGCAACAAACAACAAACAACAGCCACAACACAAAGAAGAATATTGAGCAACAGAGCAGAACAAAGTTGAAC 

AGGTCAAAACTCAACTAAACCAAACTGAATCAAAAATTGATATCATTTGAAAGGAGGAGGGAGGAGCGAGATGTG 

TAGTAATGGAAAGGGTGGAACAGCTATATAAACTAAATCCACATCTATATACATATATACATACATGTATAGCTC 

CTAAAGTTCTAGAAGAGAATCTAAATTCCAAATTTTAATGAACTATTTTATCAAATTAATCACAAAACACCGATA 

GCAATGGAATTCCATTTGCTATTACATAACTCCTCAAGCATAAGCATAAGCATGTATGTATACATACTTCCCTGG 

AATATAGATTATGTAATAAATTATAAAATCTCTTTGGTGTGAAAAAAGAAAGAGAAGGAATTACCTAGAACAATT 

TATCCTAAGATAAGAGTTTATAATGTGTTGATGATTGATTAATAGTTCAACAAAAAAAGGAATCTACAAGACATC 

AATTGTAGAGATTTATTTATATGAGTCATACTAAACAGTACTAATTAATAATAGTGAAAGAAAAATGATGGATTA 

AAAATTTTTTGGATAGATCTACACACGGCTAATTATAGAGATG^TGATGGTGTACGCATATAACGGATATTTACT 

CGATTGGGATATTATGTTTTTGTGTCC GTGTGTATGTGTGTATTAGTC ATCGGATATTTGGAC TC C AATTAAAAA 

AAAAAAAAAAAATCCTAAGCAAATTACACAAACATAACAATCGACCCTCTCTTATTTAATTATAAAAACTGAA^ 

GGAGAAAATGATGTAATTGATAGATAAAATCTATAATAAATACAAACAGCTTTGAAAGTGGTGGTGGTGGTGGTG 

GTGGTGGT AGTGAT ATC TATAGAACT AAC TTGATATT ATC ATAAACC TT AC AGTTTTAGTAC TAC C AC GTGG ATT 

TTTAAAATCTCAATAGTTTCTATAGTGGTGGTATACCACTACTACGACTGTGGATTCACTCAGAGTAATTCTACT 

AATTGATGATAGTTGTTGATAATGTTTAGTGGTACTAGAATCATATGTGATCTATTTAAAGGAGGGGAAGGCGAG 

TGAGTGAGTGAGTGAGTGAGCGAGTGAGTAAAGTCTATTTTTGATAAAAAAATAACATCCAATAATAACTTAAAT 

TTTGATAAAACATATCTTAGTTAGTATCAATTTAGATTATTAGTCAGTATAGCCTCCTTCTCTTCCCACCTTTCT 

TTGTACTAAC TTTTAC AC TTTTATAAGTTATACGTAACTTTAAAAACTC AATTC AATAAATAAC ATTTATCGAAT 

GTTCAAAAAAAATAAATAAATAAATAAATAAATAAATACTGCAAACCTTATTCTTTTGTTTCAATGGAACAAACA 

AATTTTTGAGGAAAATTAAATTATAATTTATGGGATGATTTTAATGGAATGATTTATATTGAAATTTTAAATTGT 

AATATTTTCAACATGGCGATCCGTTAAAGAACTTTTGACAGGGTTATCTACCAAAAACAGTAAAAAAAAAAAAAA 

TTAACCGACCAGACCATACAGTAAGAACTACAAACATGTAATATAACTCTACTAGTAGTATTTTAATTATTGCTA 

TGAAGTAATAATAATAATAATATTTCATTGATTATAATATGTCTAGACAAGATGAATCAAACAGACAACTCAAGA 

TTCAAAACTAAGGGTTTTTGATTGCAAAAGAAGAAGAAGAAGAAAAAAAAAAACAAAAAAGTATACAAACCCAAC 

AGC AATC AAAAT ATAAC AAAAAAAAAAAAG AATAGCGTATATCC TTATTATTATTCATTGTAAC G AC TGTGGTAG 

TGGTGGTGAGTTCAAACTTCACTTTAGTTGCGTTTGACGTCACAATCTAAAAAAAAAATAAAAATTAAAATCTAT 

GTTAGATGAGAAATTACTGCTTGATCAAACATCAAAAAGTTAGACATTTGGATATTTTCTCTAACGTTTAAGAAT 
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ATATAGATCTACCTGTAGAGGGTGGATTTTTGTCAATTAGTCTTTATAAGATACCAAGATGAAGTGTATTAATCA 
CGAAACAACCAATCTTGATTAGTTAATTAGTCTCGGAAAAATAGA 

CAAAAAAGAAGTTAATGCAAAGTTAGACAACGAAACGAGATACGTAGAAAAAAAAAAAAAATAATTTGGAATTTA 
CGGATAATCGGTTATAC ATTC ATC TTGAGGAACAATGTACGATAATTTGC TCTATCACCTGTCATAAAACGACXT 
TAGTGGTTGTTGTTGTTGTTGTTGTTGCTGGTTGGATTTGGTCTGGTTGTATAGTTAAC 

AAGAAGAAGAAGAAGAAGGTGTGCAGAATAGAGTTTAATGGAAACAAACCAAATCATATCATATCATTTGATATT 
ACTAGATCCAATCTAATTGCTATTCTCAACTCAACTAAACCAAATTTAGACAGAATATGGAAATATGACACCATC 
TCTCTCTAAAAAAAAAACGGAGAACATTCTTAGAACAATTCTCCTAACGCTTGATTACGCGCGTTGTCGTCGTCC 
TCTTCCACATACATAACTTCTTTAAATTAAAAAAAAAAAAATAAGATGATAATGAAGATGATGATTTAATTGCAG 
ATTGCTGTCAAAAAGCATAGACAAAGAATAGATAAACAAAATTTGTCTGTAATACATACTATTGTGGGAACCATT 
ACATAACCATTCCATTTAGGTCTGTAGGTTTGAAACATATCAGACTTAAATTCGTAGTTGTAAAATAATACTAAA 
AAGTAATAACAATAACAATAACAATAACAACAACAATAACAATCATCTGATTTGAATTGGATGATTTCAATTATA 
GAACAAGGAGACAAAATAAGACAACCTAGTAATAGTTAATTGGTAAATAACATGAAGAATTAAAACTTTAATAAA 
TATGAATAAATAACTCGGGGGAAGAGGAAGACAAGTGAGGTGGAACCGAAATAGAAGAAGAAAAAGAAGAAGAAG 
AAGAATATTTGCCGGATATAAAAATTGATTGGCACAATAATTGATTGATTGATTGATTGATTAGTCAGTTTGAAA 

ttttaatctcttagacaaaattgctcactttctcactctttggagtgtgtctctaatatccgtgtccgacgtaat 
gagtaagcaacagacatacatacttacatacacacgcacacggatattatgcttttaacccattatgcatataca 

gggcagtctagatccgtccgttttttttttgtatttttgctgtcacacactctttttctct^ 

c ttac agccgatattac tc actc actc ac tcacttactcatattcacccgc aaaaaaaaaaaaaaaaaac aactt 

aaactaaataactaaacaactaaacacagacaactcttactaatggtgttgccaattataaatatttgattaaat 

tccttcttttttattttgggattttitac^^ 

TTTAGATTATTAACCTCTTTTATTAACTTTACTTTACTTTATTCACACATTGACTCCACTACTACTA 

ATCACCACTTCTGCAATTATGTCGCTGCTGCAACCTCAAATGTCTTTTGCTCAAACTTATATATTAGCCAGCAAA 

GTTAGATCC AAATTAAC TAGAGAAGCTC AATC TCCTAAATCTTC ATTAAGAAATTTGGTGGTTC AAGCTAATATG 

TTGGATAATATTAT^ATTATATTAGTGATGAAACTAAAAGAAGAACTAGTGAAAAATTAACTTCCAAAACCAAC 

ACCCAGAAGAGTTCTAGTGGGTACCTTAGTCCTGAATCTTCAATGGTTCAATTTGCTCCAACTCCAGTTAGACAA 

GCTTATAAAACTTCAATTACTGAATATGAAATTGATAGTGATTCATCCGATGATGATGAAGAAGAAGAAGAAGAA 

GATCATGAAGATGATAATGAAGACGATTACTTTTATGAAGATGGTCAAAATGATTACGATGATCTTGATGATTAT 

GAAGATTCTGTTGTTATGGAACAAGATGAATTAGCTGCCATTAAAGGTGTTTACTACGAAGAAGATCAAGAAGAA 

GAAGAAGAAGACAATTTATCTGAAACTTCATCAATTTATTCTAATTCATCAGATTCTGATTTAGATTCTGATTCT 

GATGAATATTATATTTATTCTGATTCCGATGAAATCATTGAAGAAAATAATATTGCCATAGAAGCTACTATTCCT 

AGAAATTTCAAGAGTTTATCGATTGTCCCACCACCATCATCAACAACATCATCAACAACATCAACAACACAGTCG 

C C ATTGCC ATC AATTGTACGTTCTAATTC TACCCC AATCACC ATAACATC ATTGCATAC AATTGATGAAC AAC AA 

GAAATTGAAGAAGAAAAACAACCAGAATTGTTATTACATGAAAATAATCAAACTATAGATTGGAAATTGAAAAAT 

CATAATCATCCACAAAGTTTATATAAAAATCAAAACATTTCTTTAGATCAATTTTTTTAAAGAAAAGATTGACTG 

ACACGATATGGACAGGCTTATGATTACGATTACGATTTACAACTTGTTGATTGATGATTACGACAATTAATGTTT 

TTTTTTTTTTTTTACTTTCGATGTTTATTTATTTAT^ 

TTCTACGGTTTTATTTCAATTCTTTTAGCAATAGTTTTACCCATTTACCCATTTTATAGAATTTTATACAATAAT 
TAACGTTATTTTTTATTATTAGACTTTTGTAAATCATTAGAGAGGGGGGGGAGAAGAGAAAGTATATACTGTGTT 
AATGTAAAATATGGGGTCGCCATAAAATGAACAGATGAGATTATAAAGAGAAGTTTTGATAAAACAAGAATTTAT 
ACGTTAGAGCAAGAAGATTTTGGGGGAAGAATCGGAAAAAAAAAAAAAAGAGAAAAATTCAGTCCTTTATGCArG 
CGTGCGATGAATGGATGGATGGATGGATATGGGTGGGGATCGGTAATTCAACAGCCGGACCGAAATTAATCCATC 
TGGGGCAGAGACAGAGAGATCATGGAGTTTGAAATTCGGGAATTGGAAATTCGGAAATTAGTAATTAATAAATAT 
CTTGTTGCTATACATTCCAAACAAATATAGATTTAAAAATCTTTTTTTTACAATAGCAATAAATAAAAAGAACAA 
AATATGAGAGGGAGTCTATACAAAATTAAGAATTTGTTGGTTCGATTTCACAACTGAAATCAATTATGCAAACGA 
CGACAAGCAAAAAAAAAAGAAAAGCTGGTCATTTTGTATGTTGTTGTTGTTGTTGTTGTTGTTATTACAAGGTTA 
ATCTAGATTGACATAGCCACAATCCCTATCTCTCCCATATTATTATAAAATATTTCTTGGGTGTTCTGGTACGAT 
TTATATATATAAAAGGGAAAACGAGAGTAATACCAAGATTTTTCTTTCTTTCTTCCTTCCTTTCTTCCTTTCTTC 
CTTCCTTCCTTCTTCTAAGCTAAAAAAATATACTGGTCATCATCATCAAATGTATGTCAAGAAAATCAAAAATCG 
ACACAAAAAAACATAAAATATTCGAGTACAAAAATAAGTTATCCCACATAAGTAGAATTGAGCATGTATGCATAA 
GTGGTGATGGTGGTGGTGGTGTAGTGTTTTCTTGTAAGTGGGGATAGATAGATAGAGAAGTGGCTGAATAGTTAT 
TGTTGTTGTTGATGTTGTTGTTGTTACAGATACATTATTTGATGACTCATCTCCGTGGTATTGTCAACAATTCAA 
TTCAATTC AATGC AATTGC AATTACATTTC AAATTC AAC TTGCATTTACGATAGTAC GATTAG AAAC ATTTCTTG 
TTAATAAAATAAGATTGACAGGTTAACAAACAAACGGGGTGATAGCACATTCGATGGAAATTATTAGAGAGAGAG 
AAAAAAAAATATAAAGACAGAAAGAAAGAAATGTCTCCAAGACAAGACAAGACAAGACAAGATAACAAAAACAAT 
TACTTACATTATGATGAACCATGTATTAACCCACAGAGGTAGTTTAATTTCCATCCATCAAGATTAGCAAATTAC 
GGATAATAAGAGTAAATTGTAAAATAAACAGCAAGTATCAAAATGAGTCAATGAATTTTGACAAGACTTTTTTAT 
CCATCCAAATGACAATATTTTTTTTTTTTAAACAAATCTTGTCTATCACGACGTTTTTAATTTCTTGATTTAACA 
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ATTATTC ATTC ATC CC AAC AAC AACTTTGCTCTTCTTAAAATCTAAATATAGAATAGCTGTTTTC CTTTTC TTTT 

CC TTTTCCTTTTCC TTTCC TTTCCTTTCCTTAAAATGGTGGGAAATATTCTTAATTTTGTGTAC GCTTC ATTAGA 

TTAGATTTGACACTTTTATTTTCTTATTTTACCCCGTTGCATTTTATATCCCAACACACACACTC 

TTCAACTCCACAAATCAAGTCAATAAATTTTAAATCTGTCGATTTAATTCATGCACCCAACTGAATCATATTTAT 

CTGTAGTTGAAGGCTCATTTATCTGATAATGAAGCCAAAGCCACATAGATTTTGCATGATCATAATCTTACAGTA 

AGATATTTATTCTTGGTTGATAATCATACATACATACATACATACATACAACAAATACCAGAATTGTTTATTAGA 

GTAAAATGGTGAACTACCTAATAGATTCATCCAAAAGATATTGCAATCATTAAGAATTTGTAATACAGAAAAAAA 

GGTCA1TTCTGGAGATAATAAACATTGCATAAGCCTATGAATCGTGACTCTCTC 

GTACCGGAATTATAATTCTTTCTATTATTTCCGGTTATCCAAAAAAAAAAAAAAAGAATATCCGAAACAAGTTAG 

CC ATCC ACAAATTATTGTCC C AAATCCTTATATATCTACATATCCGATAAC CGATAAGCTTACAATTATCTCCAT 

TTTCATTTGTTTTCGGAGTATAATCTAGTTTCTGGGGGTAGATTTTACTGTOATTGTTGGTTGAGTAATTAATTA 

ATTAATTGATTAAGTTAGTAATTAATTAGTTTATTTCTGGTAACTAAATATATGTTGATGTACATGGCTTATATT 

ATAGTATATATGTGTTATTCGAAATTTATCTATATCATTTATGGAAATTGAACTTATCCAGAAATTTTGGTAAAC 

GACTTGTTATTC TTGAC AGTAGGCTACC AGCTACC ACCAAAGAGAATGC AATTATTAATATC TAAAAAAAAAAAA 

AAAAACTTTCTTATAGTCTTTTAATCCCATCAACAATATCTTTCTCTTGTTCTTGAATAGTCTGATTCTCTCCT 

CTTCTTCTTCATCATCATCATTTTGATTAGCTAAACCTTTTTCAAATATTTGTTTCCCAGTTAATTTCCCTTTAT 

GC AT ATTTTC AAATCTTTGTTTATC ATATAATTCATATTTC ATTTCTTTTC GG AAATTATTTCTCCAATTTAAC C 

ACAGTTGTTTAGTAACTTTAGTACCATGAAATTTTTTTTGTTCATTTAATTCTTTAATTTTTTGTTGTTCATCAA 

ATTCACATTGTTTAATGTTTAATTTTTCATTGAATAAATTTTCCAGTTCTTCTTTTAAAATGGTGATTAM 

AAATCATTGGTATACCTAAATTTAATTCACTTTCTTCTAATAATTTATTCATTAATGTATCATTAAGATCAGTTT 

TAGGATCAAATTCAATGGTTTCGGCCATATTTAATGCTAATTTTAAATCTGCATTTTCATCGTCATCGTCATCGT 

CATCACTGTCACCTTCATCACTGTCACCGTTATCATAGTTGTCTTTATCTTCTGGAGATTCAGCTAATTCTATAG 

ATAATTGAGGAATTACTTCAGGATAAGTAGGAGGATATTTAACAATTAAATTCAAACTATGTTTCCTTTTTGAT 

GTGTATCTAAATCTATTCGAATGATGAAATGAGTATTATTAATTAAAGTCAATTCATCAGGATAAATTGATTGTA 

ATACTTCAATCTCTTGAGCTTGTTCTTCTATTGGATCCATAATTAAGCAATGTACACAATTATGTGTGTGTGTTT 

AAGGCGCCCTTGTTTGAAAAATTTTCTCTTTTTCTTCTTCTTCTTCTTCTTAGGATATAAGACACGCACACATAT 

TAGTTAGTGTCGTGTGAAATTGGTCAGAAATGACATGTTAGTTAGTTAGTTAGTTAGTTAGTTTATACTTTATCA 

ACTTATCCCTCCCCCCCCCCTTCCCCCCCCTTCCAAAAAGTATTTCAAAATTGATTAATACATGGTTAGATTTTC 

AATTAATAAC TTTTC TTAAGAAAAGTTTCATTTTGTTTGATCTATTTTGAC GATCTAATTATTGTTAATAGTTAA 

ATAGAGTCGGCAGTTTTGTAGGAACTTCCCTAGAAAAAGAATACATTTGCAATTAAAACACAACACAAACAAAAA 

CACAAACATCAATCAATCAATCAATCAGTTCTCAATGTAAGAGAAAAAAAAAAAGAGAAGCCAAAAAAAAAAAAT 

CATCCTTCTTTTTAATCAACAACAACATTATCAAGTTTTATCTTTATCTCATATTACAATATTAATTCCACACAC 

TTCACATTTTATATATTACTTATATCCACATATAATACAGGTATATTGGTATCTTTTTTTTAGGTGTTTCACATT 

TGTGTGTTGATAAATCACCTGAAACATATACTATTTAATCATTTGTTATTCATCATTATTGTCCATTTTGAATAG 

TACTGGTTGTCATTTTTTTGTACATTCATATATCATCCATTAAATATCGATCTAAAAAAACTTTTTTATTGAATC 

ATTTGATTTTAACATATATTTTTTGTATCTTCAAGGACACAATAATTTGAATTTTATTTTAAAAA 

GCATAAAGTGTCCTAATCATTAACTTCATCCTCATTTACATTTATCACCAGCCCATTATTTTGGCATTGCATTAC 

CCTTTTTTTTTTGTTTTTTTTTGTTATCCTTCTAATTTATCAAGGAAAGTATTAATATTATTTCATTTTTATCAT 

TTTGGTTTTTGTTTTTTGTTTTTTTTAATGACAAGTCATTTCCCACCAAATACAAAAATAAAAGATTTTGGATAT 

CC CG AAACTC ATCC ATTTC ATATTGGTAATTATCTTTTAAAATCTAATGGTTC AATATC ATC ATCTC C TACATC A 

TCAACAACATCATCCTCTGCATCATCATCATCAACTACTTCATCTTCAGCATTCATATCAAATAAACATGGAAAT 

CATCACCATCACCATCACCATCACCATCTACCCAATAATTATATGACAAATTCTTCCCAATTTATACTGTCCAAT 

GATTATAATAATACTAATAATATCAATGACGATGACGACGATGACGATGATAATGATAATGATGATGACATTATA 

GATGACGATTATGATCAAGATGAAATTAATTGTAAAGCAAGAGCAATATTTGATTTTTCTGCCGAGAATGATAAT 

GAAATATCATTAATTGAAGGACAAATCATTTGGATTAGTTATCGTCATGGTCAAGGTTGGTTAGTTGCTGAAGAT 

CCTATACTGGGAGAAAATGGATTAGTCCCAGAAGAATATGTTGAAATTATGCAAAATCTTGATAATAAGAATAAG 

AAGAAACATAAGAATAAGAGTATAAATATTAATGGTGATTATCAAGAATTTGGTCATCAATATGGAAATGCAAGT 

AACAATCAAGATGAAGATGTTCCAAAAAGGTTTTTACCAGAAATATTTAATGACCATATACACCAAGATGATGAT 

GATGATAATGTGGATTGTGATAGTGAATGGGTAGATACTGATTATGAAGAAGAAGAAGAAGAAGAAGAAGAAGAA 

GAAGAAGAAGAAGAAGCAGAGGAAGAGCAGGAGCAGGAAAAGCAGCAACCACAAGAAGGAAAAGAAGAACCAAAA 

ATGGAGATAGCGAAACTTGAACAACCAGTCAATAAAGAAAGTGAAATCAATGGTGAAACAATAACAACAACTACT 

GCAACAATTACTACAACAACCACTACAACGATTGAAAAGATCAATGCTATTGAAAAGAAATTAAATGATGTTGAA 

ATATGATATAATGAAATTTGTTTATTTTTAATGATGTTTTTTTTGGGAGAGGAGGGGGGGGGTCCAATATTAGCC 

AGCTTATAGGGACAAT^AAGTTATATTAATGTTGATTACGAATTTTATCAAATGTTTTTATACTTTCATACCAAC 

AGAGTGTATGTGTAAATGTATAGAAGAAGTGTATATGTATTTTGTATTATCAATAAATCGAATCAAATTAAATTT 

GTAATAAAAAACACTTTTCTTGTTCTTCTTGAATTCATACATTATAGTCCAATTTCACTTGCCATTATAGATGGT 
TATGGTTATAAGTATTTATATTATTTGATTGAATCTTCTTTCCATAAGTATAGTTAACGGTAGTTAGTTGATAAA 
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AATTTCCTTTGCTTTATCACAATTGTTGTTG 

GAATCCAAAAGTCAAAAACAAATTTATGCCTTTCAATATGATTACTCAGATTCTATTATAATCATTTTTGGGArT 
TGGCCAGTGTTGGTTGCAAATACCAAAGTCAGTATATACGTGTCGGCTCTTGAAATACTGTTGATGCTACTATAC 
AGGGCCAGGAAGGGTTCGGCCAACAGTCAACAACTAAAAGAGCTCCCCTCAGCTCTAAGTTGGAAGTATATATAT 
ATGGAAACACAATTAAATAAAGCTAAGATATTGGTAAGCGTGGACCAATGGATCAGTCTTACGGTGCAAAGTCGG 
ATTTGACACTCAATTCCATTTTACGTAACAGAAACGTGATGATGATACTTTGGGTGCGTAGTAAATTCATCATTA 
TTGTTCTTCAACTGGAAAAAAAAAAAAAGACGCATCATCATTACAAAATATAAACAAACACAATCATCACATCAT 
ATCACATCACATCAAGCAACAATTGATAATGAAACTAGATAGAAATATATGATCAAAATGAAAACCAACGAAGAT 
AAATTAATAACAAATGACAATCTAATAGAGAGTGTGCCGTCCAATAGCAATACCAATAGCAATAC 

YJR115W_homolog_l 63aa PathoSeq: 1..63(SEQ ID NO 660) 
TTTITTSAIMSS SQPQMS FAQTYILASKVRSKLTREAQS PKS SLRNLWQANMLDNIMDYI SD 

YDL07 5W_homolog 513bp PathoSeq: 1..513(SEQ ID NO 661) 

ATATATCAATGATTATGATTTGGATTGAATGGATAGTAGCCAAAATCCCATCTTCTATCTCCATCATCAAATAAT 
GTTTC TTTTTCATCTATTATACATTCTGACAAATAAACTATCAAGGAAATATC AAATACTAAC AAATC GTTTGTT 
TTTTTTAGTTACACGGTGTCAATTTCAAAAAGAGAGCTCCAAAAGCTGTCAAAGAAATCAAGAAATTCGCCACTT 
TACACATGGGTACCACTGATGTTAGATTAGACCCAAAATTGAACATTGCCATTTGGAAAAGAGGTGTTCAAGGTG 
TTGAAAACAGAATGAGATTAAGAATTTCCAGAAAAAGAAATGATGAAGAAGATGCTAAAGAAAAATTATTTGCTT 
ACGTTGAACCAGTTATTGTCCCATCTACTAAAGGTTTACAAACCGTTGTTGTTGAAGATGATGAATAGATGATTT 
GCTAAAATATATTTATATGAGTTAGCATTATTAATGTCATTTATTTAGGGGGTTATTTTAAAT 

YDL075W_homolog_l 93aa PathoSeq: 1..93(SEQ ID NO 662) 

LHGVNFKKRAPKAVKEIKKFATLHMGTTDVRLDPKL 

PVIVPSTKGLQTVWEDD 

YDR064W__homolog 5975bp PathoSeq: 1..5975(SEQ ID NO 663) 

CCCTATTCATCTGTCTGAGGTTTTAAATGTNGGAGATCATAGGTACTAAATGTGTGCCCATTCCAATGCAGATGG 
GGACTCGAACTTTAATTCTTAGTAAAAGAAAAAATTATATCGCATCTTGATAGAAGATTCTGATGCTTAGATTTT 
TCAGAAATC GC AATCTTCAATCGCGTC ATATC CC AATTTATTC AAGAAGTC TTACTTC AAAATAC AAC AGAC AGC 
ATGGTATGTATAGACAGACTAATCATTTAAAATTGAAATTGATTATGTATTGGCAACAAATATTAACATTTCATT 
TAAGCCACCAAAAAAGAAAACGGAGAATACAAGTACCATTCTCAAGTTGAAAAGATATACATCTACTTTTATATT 
AACGATTGAACCATCACACTCATTAGAGGATATCAAATATCAATTGTGTAATATTATCAACAACTCGGGAGGATT 
ACCTGCAATTCAAGACCTGGAGGTGAAGAACGAAGATGAAGAAGATATTGCAGTCCCAAAATCAGAATACATCGA 
TGATGTGGATGAAATCAAGGAAGAAGTACAAGACGAGTCGGCCATAACTAAGGTACTGGTAGATGATATACGAGT 
GGCCTATCCAAAAGATTCAACTCAGCCTTATTCCAATAACTGGATTGAATTGAGTGAAGATAGTGATATTGCTGA 
ATTAAGTTTAAAGGATTTCGATATATTGGCTTTTGCATATGGTTCGGAAGAACAAATTGAAATTGTTGAACCAGC 
TTATGAAGAAAACTAATTTAGAAAAAGTATAAATACGAAACAAGTCTATAGTTTTACATACTTTTAGTATACATT 
GATTTAATGAAGGTGAAGCAAAAAAGAAAGAATAACAAATAACAAATAAAAACAGGTTATCAAAAGAAATGAAC^ 
TAACATACATGTACAACTAATGTTTCTTTCCACTTAACTTTCTCACACCACCAGAGTGTGCTCTTGATGTTTGTG 
AGTTTCCAGAAGCAATCCTATTTTTGGATCTGGCTTTAGACACGCGCAAAACATTCGTGGGGGATGTACCTGGTG 
GAGATGATAATGTTTCATTGACTGTTTTTGTTGTTGTTGTCTTGATAATATGAATTGATTGCTGACTAGATACAC 
TGTTGGTTGATATTGATCTCAAAACTCTCCAATCAGAATTATCCTTTGTTTTTGGTGTCACTGAGTCATACCTTG 
CTGGTGAGCTTTGAATTATATCTTGCATAGTGTTTTCATCGTCAGAATTGTTCACCATTTCTACCTCGTCAATAT 
CTTCAGAGTCCTCAAAATATTTTCTTGGTTGTCCAGGAGACTCGATAGGTACCACAGTTTGGATTTTAGATGCCA 
AAGCACCACTCACCTTACGTCTTCTAATCGGGGTATTTATTACAGAAGAATCAGCAAGTGGAGATGTCAATTGTT 
GTTGCAATTGCAATCTTTCTTTTCTTTTTGCCTCTTTTAGTCTTTGTTTATAGTCTTCATAAGAGCACAATGGGA 
ACAAGTTGCCAATTAAAGGATCGGGTCTATTGTCTACTATCATTGTATGTCTCCAGCTTCTAAAATCATCGTGGT 
GCAAGTAAAGCCAATGTTGTTGAGGACCAACAACCATTCCTGGTCTGATCATTCTCATGTACGCGATACATTCGT 
TGGC TGTAAATCC ATGAGTGTATATGAGATGGGCTCC AATC AAAC AAC CGGTTCTTCC TAACCCTGC TTTAC AAT 

GTACTGCAATTTTTCCACCTTTATTGATAATACACTCTGCAGCACCAATAAATTTTTGAACGTATTCCAAAGTAG 
GACAAGTTCCATCATCGAAAATCATATCAATGTGCTTGATATTTC^ 

GAGAGTTTAATCTCACCACAAGCTGGACGTTGTTTTCCACGAAGTACTCCAAAACTTTTTGAAATGGTTCGTTTA 
ATCCTCCTCGCTTGCTTTGTTGAGGAGATGCAAATGCAATGAAATCTNTGGATATAACGTTAAAATCTCCTTGGT 
CGACTCTTTCGTACTGTTCATACTCGTCTAAATCAAATTTGGCCAAGTCAATCATACCTCTCTCTTTAGCTCTCC 
ACATGGCATACACGACATCCTGAATAGTTATTTCATAATCCGCACTGCTATATCCTGCGTCTCTGAAAGCTTGTA 
AAGGTGGCGTGATTTGAGCAATAGGTTGCAAAACTTGATGAGGAGCCCAATTCTGGAGCAATATCATGTAACAGC 
ATAGTAAACATGCTAAATTGGCTCTTTCCTTAGGGGATGTCGAACTATATATCACGAGTCCCTTCCCTTGGGTTG 
AGTCTTCGTTTAATTTCTTGTGTAAAAGAACTGCAAAACGATATAAATGCCCAATGTTCAAAGGTCCGAAATCCA 
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TGTAAAATGCATTATATGGTAATGCGTCTTC 

CATAAGCGCCAAGGTATATTCTATCTGTAAATGGAATTGTTAGTATATAATGTTATAAAAGGTAGAACAATCAAT 
TTGAAGTAGATTTTCCC AAC ATAC TTTTAAGAAAC TCTATAAGAGGCACATGAACC AGTGAACTATGCATCGGAA 
AAGGTGTTTGTGATTATTAGGTAGTTTAGAACGGTATGGTAGAAACAAACGTGTTTTTGAATGAAAGACAAAATG 
TACTTATATGTAGAAAATACAAATGAATGATAGACGTTGAGTTAATTGGATAAAATTGAAGACATAAAATAGAAA 
TTCAAAAAAGATCTCTTCCATCAAAATTTATGTTGTTTCACTTTGTTTTTGTTTTTGTTTTGTTTTC^ 

ATATTGTGCACTACTGTAGCAAACCTCAATCCAAAAAAAACTCCAAATCTGATTGTGAGAAATCAAAATTTTAGG 
TGTATTAATCCTTCATAGCAAAGGAAAGGAAAGCCATGGTACGTTCAGCATAACTATTTTTATAAAGCTTGTTCG 
CTTTACTAACCGGACCATTGATGATAGTCATCTTCGTTATATACATTTTCTCCAGAAACACTATCAGCATTAACA 
AAGTTTAGATTTCAAAGTGCCAAAGTGGATAAAGTTCAAGCTGTTATATGTATGTATTAAAACAATGCCTACAAT 
TTTGCGATTGTTTAATTTTGAATACTAACATGTCAATGTTAGACACGATTGACAAAAAGAGTCATGAAATCAAAC 
AAGAAGATGAAATTATAGATTCCATAGAAGAATTGGTTGAGGAATTACCCGACACCTCTCCTAGATACGTCATCC 
TATCATATCCCTTCAAACTGGATGATGGGCGATTGAAAACACCATTAGTTATGTTATACTGGATCCCACCAACAA 
GTGGACAAGAAAGTAGAATGCTCTATGCTGGTGCAGTTGAGCAATTTAGAGATAAAGCTGGAGTCTCAAAGTACG 
TATTACAGGTAATTCTGCCTTTTAGCTGAACACATTAGTGTACTAACATCCATTTAGATTGATCAAACTTGAAGA 
AGAAGAGGACTTTGATGATTTGAAAGAACAATTGATTTAGAGGGGGGGTTAACAGTTCTGTATTATAAAAATGAA 
TGAGCTTGTAACTGGTCTATCTATCATATAGCTCTCCTTTTAGTGTATAATCTGATTCCTGCATATATTGCTACT 
CATTTAATTTTTTGTTACAAAGTCGTGTGCATTACTATTCTGTAGAAATGAGTAGAGAAAAAAATTTTCAGTTGT 
TCTTCCTCTTTAAAGGAAAAAAAAAAAATTTTCATTTCCTTTCTTTCTCAATCTTCTTTT 

TCAATAAAATAAATCAGTCATCATGGGTCGTATGCATTCATCTGTATGTTATCAATCAATCAGTCACTAAAATCA 

GCATCACATACTATTAACATGATAGTGGGAACAGGAGTTTTAAAGAAAAAAATGGATTTGTTTGGCTTTAACAAA 

TGAAGAGGTCTTGCCTAAAGTAAACAATTCGTCTACGGTCGACAATAAACAGTACCTAGAATTGTTACTATATAC 

GCTTTAGGTATTTGATACTTTTCTTTGATTATTGCTAGGGATGGAGAGGAACACTGGGATGGACTAATCGTCTCG 

GTGTCTCTTCTTTGTCTTAAAATTTCAAATCTAAGTAATTTCAATTTACTTTTTTCTAATATGACATGTCAAATA 

TTGCTCCAGATGTTAATTGGAATTTTCTTTTCTTTGCATTGGGTTAAGTTTTACTAACATCTTGTTGTTTAGGGT 

AAAGGTATTTCCTCCTCCGCTCTTCCATACTCAAGAAACGCTCCATCCTGGTTCAAATTGTCTTCTGAC 

GTTGAACAAATCATCAAATACGCCAGAAAAGGTTTGACTCCATCTCAAATTGGTGTTATCTTAAGAGATGCTCAC 

GGTGTTTCTCAAGCCAAGGTTGTCACTGGTAACAAGATCTTGAGAATCTTAAAATCTAACGGTTTAGCTCCAGAA 

ATTCCAGAAGATTTATACTACTTGATCAAGAAAGCTGTCTCTGTCAGAAAGCACTTGGAAAAAAACAGAAAAGAC 

AAAGATTCTAAATTCAGATTAATTTTGATTGAATCAAGAATCCACAGATTGGCTAGATACTACAGAACTGTTGCT 

GTCTTACC AC CAAACTGGAAATACGAATCTGCTACTGCCTCTGC TTTAGTTGCTTAAGAAGGTTAGTTATTTGTA 

TATCTTGTC TTTTTTTTATATATATAAAC ATGTATATTATTC AC TAATTAATATTTTATATC AATAACGAATGGA 

AAGTAATCGTTTTAAAATGATATGGTTCTCAAAAATTAATTGTAGTGTTTGAAATAGCATGGCTTGTTGCAAGAA 

ATTAGTTTGAAAAATTATAAGCACCCAAAAAAAAACACTTCTGAAGAGTTTTCGTAGAAGACTTTGAACATTCTT 

TTAACACTCAACACAATTATGGAAGCCATATCCGATAGACTATTTAATGAGAATGCAAACACGATAGAAGCAGGG 

AATGATGACCCATCATTATTGACTATAATACTAGATCTTTCAATGAAAGGATGGTATAACATCAAAGAAATGATT 

TCAATACAAGATATCACCAAATCATTACTAGTTTTCTTGAATGGACATTTGTCATTAAACAATAGTAATCAAGTG 

GCATTTTTAGTGAGTTCTACTATGGGTTCTAAATTTTTATATCCCGATTTAACTATGGTTGGAAACCCCAACGTG 

AGTG AAC ATTCTGAAC ATTTTCCTGAC ATGTATCGACTGTTTAAAATGGTTGAC C AATCTGTGC TAC AACAATTG 

AACGAGTATATTGAAGAGATTATCAAATTCGAGACAAGGAATGAAAAAAAGGGTTTCAATTGCTTGACTGGAGCA 

ATCAGTATGGCTTTAACGTACACAAATAGAATGTTAACGTTGGATCAATCAATCACCACCACAACTGCTGCTGCA 

ATGACAGCTTCTACGCTTGAAAGTACATCCAACAACAATAATACTAGTGGCACTAGTGGATCATCTAGTACCTCA 

TCTAGCACATCGATGAAATCAAGAGTTTTGATTGTGTCTGCTAATGATGATGACGATCTTAGGTATATTCCATTG 

ATGAATTGTATATTTGCTGCCCAGAAAATGAAAGTGTCTATTGACGTAGCAAAATTGGGTCATAACAACTCATCC 

TACTTACAATAAGCTTCTGATGCCACCAAGGGGGTTTATTTACACATTGAAGATCCAAAGGGAATAATTCAAGTG 

TTGTCAACCGCATTTTTTATAGAACCCAACCTACGACCATACATTATTTTACCTACAAATTCAAATGTCAATTAT 

CGAGCCAGTTGTTTCATTACTGGGAAATCAGTAGATTTGGGATATGTGTG 

YDR064W_homolog 143aa PathoSeq: 1..143(SEQ ID NO 664) 

GKGISSSALPYSRNAPSWFKLSSDDVVEQIIKYARKGLTPSQIGVILRDAHGVSQAKVVTGNKILRILKSNGLAP 
EIPEDLYYLIKKAVSVRKHLEKNRKDKDSKFRLILIESRIHRLARYYRTVAVLPPNWKYESATASALV 

YKL156W_homolog 2002bp PathoSeq: 1..2002(SEQ ID NO 665) 

ATTCCTCCCCAAAAATAAAAATAAATATGGATAGAATTCCTATGATACATATTATATTACCAACTTTTCTTTTCT 
ATTCTTCTTCTTCTCTTTAATAATAGTTATTTCTTCATGCAAATTTTCATTTTCATTCTAACTTCTTGGTGTTTT 
CTTTATTGTTGTGATTGTGTATGTGAGTTTTTTTTTCTTCTAAAAAGCCGTTTACTTTCTTCTGAATGAACAACC 
TTCAGTCAATTTAGCTTTACCACCAGTTGGGGTACACAAAACAGTAGAACAAGAGTCACAAGTGACAGCAGTTTG 
AGCGTGACTGAAAACAGTGGTGATATTAAGACATCCTTGACATTTAACGTCCATAAAGAAAGATCTTGGTTGTTG 
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AACTAAAGTTTTCAATTTGTGTTGTTTAGCTTCAGTGGCTGGAGATGGATGTAATAAATCTTGAACTAAAACCTA 
TACGAAAAAAAAATAATAGTTAGTATTACATGTTTTATTTGAAAGATTGTGTCTGAGTTATGTCAATGTGGGAAA 
AGGAGGGTTATATTCGTTTCGATGATTTCAGTAATAACACATGGATCCACACCAAAAGTATATTTCTTTGACGTT 
TTCTGAGGTGGTAACTTTC ATGC TGATTC TCTTCTC ATTTTCCTGTTC TTTTAAAGTAGTAGTTGATATTAATAT 
GTTGATCCTAATTCATTATTCGGTAGTACAATGTTTTCTGATTTGTTAATCATCATTCCGTATTCTATGCTTCCT 
CTTATTCAATTTTTATTTCAATTCAATTATATCTTGATTCCAGTAAAATAGTATACTCCTATATTATGATATTCT 
GATCATCCAGGAATATCCCTCCATAACTCATGGTAAATCTAATGAACATACCATTGTTAACTTGTTTCTCTAATA 
TGTATAATTCAAAAACTGAAATCTATTGAAAACTGAAAATTTTTTTTTTTTCTCTTTTCTTCTTTCCAATTAGGT 

ttcgtgagttaccaaaaaaaaaaatgcgatagtatggcaagagagaagaagatttctcactatacgcagcatatt 
gggggaagaagttagtttttttttgtttgtgtgtgtacaaatgtacacttttcactczaaagcaatacatcacgtg 
caaacaattagggctattagggctcaacattttttttttcm^ 

tgtcaagaatagcttttcaatggttgagccaatattttatttgatcagtaaactcattttaagcagagaatactg 
tcccaaggttgaattcttctactaccaatttgagatgtgacttattggatatatattttgcaccttcctacagtc 
cacattctacacaatgcctacaaatgaaaaagtactcactatgatagagtattctgtttcagcactactaaatat 
gcaccagagtttacatctatcgtaattgtaaatctttatgaaattttatcaaataaacagaatcagtttttggtt 

GGCAAGTTTCTTAATTTGACTGGTCTCATCTTGGAATATTTTTTATTCTAAACTATGCTTAGGTACTGATGGGAA 
AAAC C CTTCTTCC TGAATTTTC AC CGCTCTTTGTTGACTATATTTCTTTTTTTGATAAGAC ATCAATCTATTTTT 
ATAAATGTCTTGATTCAATTGATACAATTTGAATTTAAACTCCAGGATTTTCTTACTTGTTTCTTCTAATTCTTT 
TGTAACATCGACCAATTCTTGTTTCAATTTTTCATATTTCGACTCTGTAGATTTGTCCTTATCCTTATCCTTGCC 
CTTGTCTTTATCTTTATCCTTCTGTTTCCAATATCCTGCCACAGTGTTCCAAATGTATGGTTTTTCCGACTCAAC 
ATCTTTCTCC AATTTTGATTTC TTGTCCGTGAGTGTC TGTTTTTTGTC TAGTAGTTCAGTGTATTCTTGAGGATG 
TATGGCATTGGCAAATTGATCATCTAATAAATGTTGTGGACAAGTATAGAAA 

YKL156W_homolog_l 81aa PathoSeq: 1..81(SEQ ID NO 666) 

VLVQDLLHPSPATEAKQHKLKTLVQQPRSFFMDWCQGCLNITWFSHAQTAVTCDSCSTVLCTPTGGKAKLTEG 
CSFRRK 

YLR03 8C_homolog 8469bp PathoSeq: 1..8469 (SEQ ID NO 667) 

C TGAATCAACATTAGAAACTGAATATAGTAAC CAATC AAATC ATTTCTTTAATGAATTAGGGAACC AATTATTAG 
ACAAGGACAACATAAAAGTGGTTAAGATCCCGAAAAATGATTCAATCAAAAATAAAGTTGAAGCCATATTCAAAT 
C TATTGAACAAGATAAACTAATACTTTTAACTGGATTATC GAATTCAATTGCCAAACTAATATGTATTAC AGAAA 
TAGTCAAACAAAAACAGAATGAACAACAACAACAACAACATGAACCATCACAGAAATTAGATCAATATAACAAAC 
TTCTACATATTGATAGTACAGTAAATCCTAGTTATAAACCCATACCGGAGAAAGAAAACAAGAAAGTCGATACAA 
AACAATTGGAGAAAGAAGCTTTACAAGAAATCAAAGGTCCCAAAATCTATACATTGCCTGTGTTGTACATTGTGA 
TAGGTAAACATTCAATTGTGTCAAATATAGAGTTAGTTAATTGGACAAAACAAGACAAATAATATGTAAATGTAT 
AGTATATAGCATTCCCATCCAATACAATTCGAGTTAGAGGGACAGAAAAGAGAGACGGAATAAACAACATACTAT 
AATAAGTAAATTGACAATAATGATGTGAAGCTGGTGGGTAGAGGATGGACTGTTTTTTTTTTTATTTAGCCTTGG 
GTACACATCTTGTAATCTGGACACTACCTACCAATTGGAATTCTGCTTTTATTGTTTAAGAAAATTCTATTGGGG 
GTAGTGTGGTTTTGCAACAACCAATGAAAATTCAGTGCTTACCCAACTCACTCACTCACTCAAAGAAAAAATCGT 
AAG ATGGC AGGAAAAC TCTTTAAAGGAAGAAAGAAGAAAAAAAAAAAAAAC ACGC CC ACTATC AAGAATACTTC T 
TTTCATATCCTTTTACTTATTAAACATATTCATACATAATGCCAGTCGATCCAGCTACTTTTAAATTCGAAACTC 
CACAATTTGACCCAAGATTCCCAAACCAAAACCAATCCAAACATTGTGCTCAAGCCTACGTTGATTACCACAAAT 
GTGTCAATGTGAAAGGTGAAGAATTTGAACCATGCAAAATCTTTTTCAAAACTTTCACTTCATTATGTCCTTTGG 
ATTGGGTCGAAAAATGGGATGATC AAAGAGC TGCTGGTAAATTC CCAGTC AAC ATGGACGCTTAGATTTTGAAAA 
TCCTTTCCTTTTGTTTTTGTTTTTTAATGATAACTTTTTGTTTTACATTCATATTATGTTAGTTTTGATTAGTCC 
TTTTTTAGGTGGGATATATATTCTTTTAATTTCTTTTTTTTTTATAAAGAAAAGCTTTTGTCATTATCGTTTTTG 
AAGTCCCTCCCCACCCCGTCATTTTTGGCTTTATTTTTTATATATACACATAAATATTCCCATCCCACTACATGT 
CGATTATATACAAAAAGAGAGAATGAAATAAATGATAAAAAGAAAAGAATATTGAAAGGTTTTTTTTGAATTCTT 
GATAATGTACATATTCTATGAAGAATGAAATCACCAGAAACTATCTTCGGACCAATTGGTAGGCTTGCTAGTTGA 
TTCACTAGCAAACAAATCAGCATACGGGTCAGCATTTTGTTTCTTCTGATATTCGTATTGTTTACTTAACTCCTT 
GGCCTCTCTTTCTTCTTGTTTCCTCTCATTAGCAATTTCTTTGATCAACTCATCCTGTTTGACAATAAACTCATC 
AATAGGTACTTCCTTCTTTGTCTTATTTAACTTATTGATGATAGCATTCTCTTTTTTCACAACATTAAACCGTTT 
CACAAGCTTATTGTTCTTGAAAGTGACTGTACCTATATCCATTGACCCATCTGTATGCAAATTCTCAACCGGAGT 
ATATATGATAGACACATTATTTAGTTTATTACCCTTTATTGAATTAGCTTTAGTCAACTGTCCTAATTGATTAAG 
CAAACCTTCGTCTATTTGGAAACTCTCAAAAGATTTGAAATTTTTAATTTGATCTTTGGTCAATTGCAAATAGAT 
ATGTGCTGACGAAAGCTTGTCAACATGAAACCAAATATTTTTGGGATGAGAATGTTTAATTAATGGGTCATTCTC 
TACTTTATCTCTTCCCATATATATGGTAGCTTCGTCCGCTTGGGAATCATCAATAGCAAAATCAGCTAATTCATC 
GTCTTTAGAGGTTACTTTCGCCGTAAAGTAGTACACCATGATGGGAATTGGGATTGAATCAAACTAAACAAGAAA 
ATGAAGTGGGATTGAAAGAAAAAAAAAAATAGTACAGAATAAACATAATGAGACACACGATTTACAGACATACTC 
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ACATTACAGTGATAATCTACCTACAACATCTAGATAATCACTGAAACATATCCCTCGTTTATAGAAAGAATAAAC 
TCGATGATCGATTTTTC AATTTCTACAAGC TTTTTTGATTGCC ATAC ACTATATGCC AC TCCTTACTGAGAACC T 
ATATAAATCTGGTAGCTCCGAGTAAAGAGAAGAACTTGTAAGTCACAACAAGTAAACTATTAATACAATAAGCAA 
CTCACTTTCTCTTTCTATATTTCATCAATCTACATTGCAAAGTGGAAACTATTAGACTACTAGTTGCTAATGAGC 
TTTGTGTTGC ATATAC AC ATC TATTC ATGTGTAGGTATTTAATTGTTAAC ATATAC AC TAC TCCTTTC ACTTCAC 

CAGACACAGACAACAACCAAAACTTGTTTTATTTGAATCAATTCATTAACAAGGCAATTACTAAATACAAGAAGC 
TGC ATTAGAGTATATATTGAC TAC TGATTAGATC TTATATACC ACT AC AAC AATC AACC AAACAAATAAACAAAC 
AAAGTTATAGATTTAGATCATTTTTTTTATTTTCCCAACACAACGAGGAGGACTTTACTAATTGCCAATTTTAAT 
CCTTTTTATCCGTTTGATTGATTTATATTCCTATAGTTGATCACCACGAAGTTACATCGTCCCCCTCTTCGATCT 
ATCATCAATTGAAAAGAAAAAAAAATCACCTTGAACTAACACCTCAACTGTGAGTTTTTAATCCATCAAATTAAA 
AATTTATTATCGTGTCTTCATCACCAGTAAACGCTAGCCCACTGGGCCAACACCAACAAATAATAGAACAGCAAG 
TC GAAAAAGAGCC ATCTTATAGAATAGAGAATCCCGAATTAAC CAAAGCTATTATC AATCAATTATCGATATTAT 
TAACAACTGCTGATCACGATAATTTAGAATCACATTACCAACAAATCAGATTCATTTTAGCTAAACAAGTATTAA 
ACCCTATTGTTATTAACAATTATTACGAAAAACTTGTTAGTTTTAT^^ 

TAACATCCATTGAAGAATTATTTTCTAGAGAACTTGAAGTTATCACAAAAGACTTGAAATACTTTGATTTATTGT 
TTATTCATTTATCCAAGTTATTTGACACCAAAGCCATTGATATTATTGAATTTGTAAAGAGATTTAAGTGTGArC 
C AATC TTATC C TTTATATTTTTAGTC AAGCTTGCTGATACCACATCTCACGAAAAAATCGAC AGTTACATAAAAG 
AGAATTCCATCGATTTATTAAAATCTTTAAGATCTCAAGAATTCCCTGCAAACTACAACTGGGTATTATTATTAG 
ATTGTATATTAAAC AC TC C ATTTTTCC CATTC ATTC ATAAGCTTTTAAC ATTAAGCTCGTTGAAAGCATTTAAAT 
CAACTATTGAACCCGTCAACAAATTCTATCAAAATATATTAAAGATGTCATTCAAAGAATTATTAATCGAAATTG 
GTC C AG AAAACTTATTAC C AG AAAAATTGTTACC AAGCTTATTGC AGATC AAACCC AACG AAATTGATC AAGGTA 
TAGCATTAATATTAGCTGAAATATTGATACCTGGGTCTCAAGGGTTATCCCAAGGATTGACTTTTGCCAGTAGCT 
TGCCAGGCTCAAATGCCAAAGGCGCTCAATTACAAGCATGTTTCAAATCTATTGAAAACTCTGGGAAATTCAATG 
TCAACTGGTACGAAGTGTTTAATCACGTGCATCAATATTTATTTGACTCGTCACAAAGAGATATCCAACCATCAG 
TTGGCAGCATTACCCAGTTTTTATCGTCATTAGATTTCAAACAAGAACCAATAGATATATTCTTGAACTACGAAT 
GGTGGTTCAATAAGACGTTGTTGTATATATTGCACTCACTGGATGCATCCCAGGGTGGTTATGATATATCGTTGC 
TGCCTAATTTAGCTTATTGTTTTGAGGAAGATAAAACCACTCCCCAAACAAGAAGAAACATTTTGAAATTTATTA 
ATGTGGGTAAACTAGAAATCCAAGTGATAACCAAAATACAACAGCAACAGCAACAGCAACAGCAACAGCAACAAC 
AACAACACCAATTGAGTGAGCAAGATAAGAAACTAAACGCGTTTTTAAATCAATTGTTTGAGCATGATTATCGTG 
TGTTCCCAGAATATATTTTGGCCGCTGCATTAACTGTCGTTGAGAAATCCCAATTTATAAATGACTTGATTGACA 
CGTTGTTTTATTTGTTGGTAGATAGCGCTAGTCCTTCGTTGCCCAAAGTAGTACGTTTACTCAAGGAATCGGGAC 
TTGCCGCTATCAAGTTGGCTGATTACTATAAGAGCAGAAAAACCATTGATGCAGCAGACAAAGTGTTGACTTTGG 
CATCAAGTTTTGGATTGACCCAAGAAATATTGGATATCTTTTGGGCATTTGATCTGAAAATTGCTATAAAAATTT 
TGGTAGAATCCAGTCTTTTTGGATATGACTACAAATCTGTTATTGACTCCAAGCTTAAAGATCCACAGGTCAAAA 
CATCCATCTATCAAGCATTGTGTGAAGCATTGGACGAGCGGGCCCAAAAAGATTATGAAAGGGGCCAACAGGTTC 
AGCAAGCACAACAACTTCAACAGCAACAAGCGCTCCCACCTCATCAAGTTTTGAAAATCCCTACTGTTTATTATT 
TACTTGAAAAAATCAAATCGAGTAATGGAGTTGTTGATGCTAAGACCTTGAGAAATCTTCAATTATTGTTGTTAA 
C AACC TATCC AAGGTTAATC AATTTCGGAAATGGTC ATGATGAAGCC ATTTTGGC CAACGAAGAGAAATCTCCAT 
TCTTCCCACCTTCTGTTGAAATGGAAATGAAAGCTTATTATTCGAAAATGTATAACAAAGAGCTTGAGATTAAAG 
AAATTGTTGACATGTTGACTCAAATGAAGGCCAGCGATGATCTCCACAGTCAAGATGTCTTTGCATGCATGATCC 
ACTCTTTATTGGACGAGTATAAGTTTTTCTCAGAGTATCCATTGTCAGCATTAGCTTCAACATCCTTGTTGTTTG 
GTGCACTTTTAGAAAAGGATTTGATTCAAGGTACGACTTTAACTGTTGCATTGAATTTTATTTGGGAATCTTGTA 
ACCAACCGCAAGATTCACATTTGTTCAAATTTGCGGTACAATCATTGTACAACTTCAAATCAAGATTGCATGAGT 
ATCCAATTTATTGTAAACACTTGTTGGAATGTCGTTCATTATCTGCGCATGCCAAGATGTACCAAATAGTGAAGG 
ATGCAGCTAATGGTATTCCATGTACCACTGGTGCAGCTCCTACTCAAACTAATACACCAGATGTTGGCCCAAAAT 
ATC AGTC TATTAATTATGTTGATAGAAC TATAGGTTATGCAACCCAAG AAGAAC C AC CAGAGTCTATC AGAGATA 
AGTTATTATTC AGTGTC AAC AATATGAC AGGTG AAAATC TTAGATTATC TGAGATCC AAGAAGTATTGAC TGAGA 
GTTATTTC GC ATGGTTTTC AGATTATTTGGTATC AGAC AGAGCC AAGGC AGAAC CAAAC AAC CAC GAATTATATT 
CCAAGTTGGTCAAGTCGTTAGCAAATCCAATCTTTTTTGAGTATATTTTGAATGTTTCTTTGAAAGAGGTTGATT 
ATATTATCCGTAATTTTAAGGATTCAAGAAGCGAAAGAAACCAACTAAAGAATTTAGGTGCTTGGTTAGGACGAA 
TCACATTAGCCAATGATAAACCATTGAGAAGAGATTATATTGCCTTGAAGTTTTTATTAGTGGAGGCGTACGATT 
TCAACTCGTTGCCATTGATTCTTCCGTTTGTGTGTAAAATCTTGGACCAGGCTCAATATTCAAAAGTGTTCAAAC 
CACCAAACCCTTGGGTTGTTGGGGTTATGAAGGTTTTAGCTGAGTTGTATGAATGTGCTGATTTGAAATTACAAT 
TAAAATTTGAAATTGAAGTGTTGTTGAATTCATTCAATATGAAGATCAAAGATATCGAGCAAAGTACTATTATTA 
GAAATCATAATCCTGAACCAACTGCATTAGCAAGAATGTTTGGTATCAGTTCACAATCAGTGAATTTGGCAAATG 
AAATGACAAGATTGTCTTTAGAGGGCTCGCAATTGGGTAATAATATCCAAGCACCATTCCCACAACAAATTATTG 
AATCTAAACAGTTCCCAGGAATCTCCCAACCACAGATGCAAAATGTTTTACAACAGCAACAACAACAACAACAAC 
AACAACAGCAGCAACAATTACCACCGCAGCAACAGCTTCCAGGGCAGTTGCCACCTCAACAACAAGCGGAACCAG 
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CTTTGGATACCAGTTTCAGCACGTTAATTGGGAACTCTATTTTCACTCAGCATGCAAATTTGCGCAGAGCATTTC 

AAGCATCTTTATCTCGTGCAGTTAGAGAATGTACTCCACACATTTGTAACAAAGTTGTGGAAACTGTTGTTACCA 

CCACCAAAGCTTTAATCACTAAGGATTTTGCTACGGAACGTGATATTGAGAAATTTCGCAACAGTTATCAGAAAT 

TGGCATTGCTGTTGTCTCATGCAATGGTGTCATGCAATGGAAGAAAAGCATTAGTTGAAACAATCGAGGCTACTA 

TGTTGCAGTTATTGGGCAACAATCCAAATGAAGTACCTTTAGCTGAATTGAATAGTGCCATTCAAGCCAATC 

GTTTATGTGTTGATATTGTTGATGTGTTGGTAGGTGAAAGTATTCTTGACATCATAGAGGCAAGAATGCAGACAG 

AAGTGTTTTTGCGTGAACATCATACTGCCACAGCTCCAAATGAACCATTTATTGCAGAAGGGGCCAGTGATTACT 

CGTTGAGATTACCAAATCCTTTAGGATTAGCACTTACCGGATTGAGTGCACAGCAATTGAAGATTTATGAACATT 

TTGGAGAAGCAAGAGTGGATCAAATTGTACCTCCTCCAGGAAGTACCGGTATAACACAACAACAAACACAATCAT 

TAGCACCATTACAACAGCAACAACAGCAACAGCAACAGCAACAACCAGTATCTACAGTAGTAGCGGCAGCACCAG 

CACCAGCGCCACCACAACAACAACAACAACTGAAAGAACGCATTGCACAAGCACAAGGTGTTCCTGATGATATTG 

TTTCGTTTGAACAATTGTTTACTGCTATTACTGCC 

AAACCAAGTTAGCAGATTTGCCACCAAACCATTCCATTATGGCGGCATTGACTCAAGCTTTGGTGATTGCACAGA 
CCAATGCCATAAAATATCCTGAGTTGTTATTAAAGGCTGCACAATATGCAGTCAACTGTTTGTTTACTCAGACAC 
ACGAAAACCCAATGAGTAATGAAATCTATGTTGTTATTTTAGACAAATTGTGTGAGTATTCACCTTCTACCGCCA 
AAGATGTTATTTGGTGGCTTGTACACTCATCTGATCAACGTAAGTTTAATATGCCAGTTATGCTTTCATTATTGA 
AAGTTCAATTAATCCAGCCAATTAAATTAGATTTATCTATTGGGAAATTGATTAAAGAAACAAATAATCCGGTTG 
TAGTAAAGTTTGCTGCTAGTTTGTTGACGAATATTTTTAC TTC CGAAGAGATGC GTCCTATTGCGTTAC GATCGG 
AATTTGCTAATACATTAGATGCCTTATCTAAATACCAAGCAAATGATCAAAGTGAAGAAGACAGACAAGCAAAGG 
AGGCAACTAGTACATTGTTCAAACTCTTGAGTGAGGCAGCACCCGCTTCAAACCAATTATTTGCTCAATTGGGTT 
ATATATTTGCTGAATGGGTAAGATTGTTGACTCATGGAGACGATGCAACAAATGAATTACAAATTGAATTTGTCA 
AGGGATTGATTCAATCTGGTATACTTAATAATCCTGAATATGTAAAGACTTTTTTCAAAGCGGCCATTGAGATTT 
CCATTACATCGTTTGCCACTGAACATGAATTACGTTCAAGAACTCAACATGAAACATACTTTGCCGTTGATACAT 
TGGCTATGTTGATTGTTCGAA 

YLR038C_homolog_l 74aa PathoSeq: 1..74(SEQ ID NO 668) 

DPATFKFETPQFDPRFPNQNQSKHCAQAYVDYHKCVNVKGEEFEPCKIFFKTFTSLCPLDWVEKWDDQRAAGKF 
YNL131W_homolog 15251bp PathoSeq: 1.. 15251 (SEQ ID NO 669) 

TTTAAATCACCAAAAAATGTATCAATATTTTCTGAACAGATACAACAACAACAACAACAACAAAAATTGTGATAA 
ATATTAATCAAATTGATATTCATTTTAGTAGAATTGATGAGAAAAAGAAATCAAAGGAGAATTCTCATCCTGGTA 
TTAAAAATATATCTATAACTAATGATACCAATAAAGATCCCAATCCTAGTAATGGTTTAATAAAATTAGCAGGAC 
AAGAATTAGATTTAACATTTGTTGATTCTGCTAATTTGAGTTTCCCAGGAGAAGACAAAGATAGATCTCATATAT 
TACTTCAACATGTTCAATCAGTTACA/^TTCCGGTCATTTTCAAATAGATCTGATTAAACTTCAAATAACTATTC 
AATTACAACGTAAAGAAAAATGTATCAATTTGAATAAAATTGAACTTCATCAAGATTTTTCAAACATTACCAATA 
TTGGATGTTATCAAATATCATCAACTAAACAATGTAAAATTCGTTTAGATTATCCAAATAATGAAATCAAAATAT 
ATCCTGTGAAACCAGATATTAATATTAAACCAAAATTACCAATCCATTGTTTTATACCTGGTGAAAAATTATCTA 
TCCCATTGGAAATTAATTATAAAAATCCTCATCATCATGTAAATAAACAAACTTATCTCATGGCAAAAATAAAAT 
CCCCAAGTACTGCTACTACTGCTACTAATGATGTGGTTGCTATTAATTGGGATGGATTTAAAGATGATGAACCAT 
TAAATTTAATCAATTTACAAGAAAATGATAATATTCATACATTATATATTTTCACCAGGAATTGGAATCAAGAAT 
ATTTAAATATTGAATTACAAACTTATACTGAAAATGAAAATGAAAATGGAAATGAAAATGAAGAAGAAAATGACA 
AGGACGAGGATGAGGATGAGGATGAGGACGAGGTTGTGGTTTATGATATTGCAACTTTTACTATACCAGTATTAT 
CAAAGCCATTTTCTTGTCAATATGTTATAACTCCAGATTTCCGTGATAAAGCCACTGATATGCCATCACCATTTA 
TATTACC TAATAAAAC TGATC ATAATATGCCTATTGCCGTTAGATTATGGGAAGGTAAATTAAAAATC ATTGATG 
AATATAAAGAATTTATGGAAGAAAGTTTAAGAAATAAAGAACAACAACAACAACAACAACAACAACTTGAAATTG 
TTGATATTGAATTTAATATTGTTTCTAAAAATCCTGAATTAATCATTGATTTAATAAATAATGATACCAATAATA 
CTATTGAAAATCAACAATTTATAACAAGAAGTAAAAGTGGATTTAGTCATAGAAATGTCACTGTTGTTAGTTCAG 
CTATTATTAAATGGAAACGTAGGAATCATAATGATAATGATAATGATGATGATGAAATAATTAATGAATTTGAAA 
CTCCAGAATGGGAAATCACTTTACCATTATCTGAACCAAGAGTTTTATTTCGTATTATTGAACAAGAACAAGAAC 
AAGAGCAAGAGCAAGAGCAAGATGCTAAACACAATAATGGTTATAAATTACAATATATTTTAGAAAATCCAACTC 
CGAGAGTATTTACATTTACTACTCAATTGACTGATTATGAAGATCAATGGATATTCAACAATTCAAAAAATATTG 
TTCCCTTGATCCAACCTCCATTCCCCGTATTACCATTTAGTCGACATTATATGGATTTCATAGGTGAATATTTAC 
CAGCACTGGAAGGTATGAGTGATTCTAATTCCAATTTAGGGTGTGGGTCTGAGTCTGGGTGTGGGTTGGGATTGA 
AATTACCTAAATTTAAAGTATTTGATGTTCAATATAAAGTGACACTTCCAATTGTATCAGTTCTGAAAGATATCA 
CCAGCATACCTAAGAATACTGGGAATTTATATTACAAACCAAAATAACTAAACTAATAATTCTCTTTGTGTTTAT 
ACATTTTCTAGAAAAATAAAATAATTACACATATATTTATCAATAGTGGGTCTGGTCTGGTCACACACATAATTA 
TTGACCATTAACACCAAGTAATTCAACTTCGAAAACAAGAGTTTCATTAGGACCAATAATTGGTGGGATACCTCT 
TGGACCATAAGCCAAATTTGGTGGAATAGTTAAAATTGCTTTAGTTCCCTTTGAAATTTTAGGTAAATTAGCACC 
ACCTTTACCATAATTGTTAGTTAAAGAAATATCCCAACCTTTAATAACTTGACCAACACCAACAGTACAAGTAAA 
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TGGTTTACCTCTTTTTCTTGATGAATCAAATTCTTTACCATTAGTTAATTTACCATCATAATGAATGGTTACAGT 
ATCACCTGGCTTAGCAAATGTGGTGTTATCACCTTCTTGAACAATTTGAATTTGTG 

AATTTAATCTAATTTAAGTTAATGAAATAATTGCAAATAATAGTTATATGTGTCAATTGAATTGATTATAAAGrG 
GCAATTAAAAGAATGAATGAATGAATGAATGAATGAATGAATGAAAATGGCTGGGA 

TTAGTTGAACGGAAACGGAGCACGACACACACACACACACACACAATATTTGTCCAACACACGACTATGGCAACA 

AAAAGATTCATTGCCACCATCAATAGCCCGAATTTAAAGAATATAATGGAAGTTGGGGACAATTGTTATTTAT 

TCTTTCCTTTTTTTC C AATCTAC AATAACAATAACTAC C ATCC ATTCCTTTTTTTGGTCTATTGAATTAAGATC A 

TTTTGTATAATATCCATCGGTTAACTCTTTTTTGACCAAATGTTGAACTATTGTTTAGTTTGTTCGTATTCATTT 

TTTTTTTTTTTTTTTTGCAACTAAACAATAAAAGATCTTACAACTTAGTGGTGGTTGATCTTGTGGTATGAT^ 

TATTTCTATTATGATGGATTGAATAGTTATTGTATAATACTCTTTCTTAGCAGACTTCAAAGTAATTTCTTACAA 

TTGTTTAACTTGCGTTGTAGGTGATAATACTCACTTTATTAAGTTTATACAGCTAGAAACTATAAATCCCAGATC 

TGTTTATCTAATAATGCCATATGCAACAAAAACTGTTTCAACCGTTTGGTGACACCATTTGATGTGTTATACT 

TAAGGGGAGGTTATTTAGAGAAAGAAATCTTTAATATATATTTAGTTGGTTATTCTTACTTGATGATGCAGCAGT 

GGCTTACACTAACCGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGGAGTCACTACTGCGCACGCGCGCACTC 

CATGACACTAACTATTAAGTAAATAAAATAAAAAATTGGTTAAGAGTAAACTTATCTTTGAATTTCATGTTTTCC 

ATAAAAGCAACAACAGCAACAGCAACAGCAACAGCAACAGCAACAACAGCAACAACATTTTCAATAAACACAATA 

ACCCCTTAACTTCTTATCATTTATCATTTATCATTTGTTCATCTCAAAACACACTGTATCTGATTTCAACGCACC 

CTTTTTAACTTAATATGTCCGATGTTAAAATTGAAATTGATCGTTCACATACTGATGGAGCTTTCACCAATTATG 

ATATTATTAAAGGAAATGTCACATTAGTGGTTACTAAAGCCATTACCTTAAATTGGATTCAAGTGAAATTAGAAG 

GTG AATC AAC G AC GC AATT AC TG AT AC C T AAATTT AAT AAC AAT AAG AAG AAG AAAG AAAAGGAT AAAATC ATTC 

AAGATATTCATAAAGTATTATATGATACAACAATAGTTTTCCCACCAGATAATGTTCGTCAAGTTAGTCAAGCrA 

AAGAATTTACTTTAGCCCCAGGGAATTATTCATATCCTTTTGAATTTAAAATCCCTTTAACTAATTCTTGTGTTA 

AACGTGGAGGGATCACAAACATGATTCATATTAATAAGAAAACTTTTGATATTATGATTAATAATGGTAATTTCA 

ATAGTGATTTTGTTAAACATAAAGCTCAAAAGTATTATAAAGATTATGTGGCGGGTGGGCAACAACAACAACAGC 

AACGACCAGAAATGCCTGCCCTGCCAAATGAATTACCTTATCATGTAACTACACAATTACCACCATCATTATCAG 

GGATGGGGAATTTTGCTAATATTAAATATTATGTCAAAGTGACATGTAAACGATCATCATTTTTTAAAACCAATC 

TACGAGCTTTTGATCCATTTACATTTTTACCATTAGATCTTGATTCTCAATATCGACCCATAGAAGAACAATTGG 

AACAATATAAAGAAGCATTTGTAAGAAAAGAAATTATATTTATGAATAAAATTCCATCCATTGTTGGTGTAGAAG 

TACCACAGAAAACACAACTAGTATCACAGGCATCACAGGCATCACAAATACAACCTAAAAAGCAAGGATTCTTAC 

AAAGATGGTTTAGTTCTGATTTAAGTTATAATACACCCAACAATAATACTTCTGGACATATGTCAAGGAAAAATC 

AACTGATGAAATATCCTAAGATTACACCAGTTAATGTTCCATTTTCATTTGAAATTAGATTTCGACATCCTGCAT 

TTTTAACTCCTGGGAAACTGCCAACTTTTAAATTATATCTTGTATCAACCGTGAATCCATTACAATATTCATTAG 

ATAAATATGGTGAACCAGAAGAATCTAATGGATTAGGAGTTGTTTATTTACAAAATATTACTGTTTCATTAATAT 

CTACAACATCTATATCAATTGTGGAAAATGATTCTGGTATGAATGAATTTCATATGGGGAATAATGTACAAACAA 

TACCAATTTGTGATAATTCTTATTCTAATTTGAAATTTGATTTAATGAAATGTCGTAAAAATAAAAATTCCCTGA 

TAACAACAACAAGAAATTCCAATGATGCTTGTATTAATAATAAACCAGTGACAAAACAACTTTATGAATTAGAAA 

TC CC AC AAAAATATTTTGCTAATTGTATATTACC AGAGAATTTAC CAC C AAGTTTTAAAAC ATGTAATATTTCCC 

GTTCTTATGATTTAATAATAACTGCTAAATTTAGTCCTGAAAAGATAACTATCACCACTACTTCATCATCATCAC 

C AAC AAATTC CGC C AGT AGTAATATGAAAGAAGTTGAATT AAGATGTTC AAATATT AAAGTATTAAGTGGATTAC 

ATTTTGCTGGTGCTCCAATAACTCAACGACAAGCTAGTGTGATACTGTCATTAACTCCACCACCAGCACCAGCAC 

TAGCACCAGCAGCAGGATCAAGGTCAGGGTCAGCACCCGTGGCAGAAACACAAGATTCCTTAGGACAATCATCTA 

AAAGTGAATCGTTCACAAATGAAGGAGATGAAAATTTACCAACTTATGATGAAGTAGTTATAGAACATAATTATC 

AAGATATAAGTGAACATCAAAGAGCCAGAAGAAGATATCAAGAATTTGGTATATAAGAGGGAGGGAGGGAGGGGG 

GGGAGGGGCGAATTTATATATTATAGTTTATATGAATGACGTATAACAATCAAAACTTGAATTATATATATTATG 

TTGTTGTAAGTTGTTATGTCAAGTAGTAGAATTTAATCTATATTATAATTAGTGTATGAAGTGTGGATGCTACCA 

ATT7VATGGTCTATTTTACACTACCACTCCTAAATTTTTAAGTTTGCTGTGTGAATTGGCTAATCGACCAAAGTAC 

ACGTCCTCCAATTTGTTCTTTCGCTTTCGCTTGTTCCCAGAGGAAAGAAAGAGAAAATTTTTCAACCAATCCAAT 

TACAACGAATAGTCTATTCATTCATTCATTCATTCATTGACAATACTTATTACTTTTCTTTATAGTAATTTAAAG 

TTCTACATTTATTTTTTTATTTTTTTTTTTTGATACAAAGGAAAGAAGGACAGAATCAACACCACTACTACCCTC 
TACCCCTTCTCCGCTCCAACTTAACAATCATGTCATCAGATAATTTTTTTATAAAGAATAGAACTGCTATTATTG 
TGACTGCATTGACTGCATTCTCTGCAGCTGGTGCTTATTATTATTACACTCAACAACAATCAACTGGTGGTTCTA 
ATTC ATC TTC AAAATCAAATAAATCTTCTAGTGAGGAAGGTAATACTTCC ACTTCTTC C TCTTCTTC TAAGAAGA 
AGAAG AAATC AAAGAAGTC AAAGGGAAGTGCTACTCC AGAACC AACC AATTC TACTTC TTCTTCTAC TACTACTA 
CTAC TACC AC C ACTACTACTTCTTCCTCTGAC AGC AAATC AAC TTCATCTAAGAAAATC AAATATCC AATTAATT 
C TG AAGG ATTAC CTGAATTAACTTCC GATATTATTTCTAAATTATCAG AAACTGAAAAAGAAGAATGGGCTATGC 
AATTAAAAGAAGATGGGAATCAAGAATTTAAAAATAAAAATTTCAAAAAAGCTATTGAATTTTATAGTGCTGCTT 
TAGAATTAAAACAAGATCCAATATATTATTCTAATAGATCAGCTTGTTATGCTGCTTTAGATGATCATGAAAATG 
TTATTAAAGATACTACTGAAGCGATAAATTTAAAACCAGATTATACTAAATGTATTTTAAGAAGAGCTACTTCAT 
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TTGAAGTTTTAGAAAAATATGAAGATGCCATGTTTGATTTAACTGCTTTAACTATTTATGGTGGGTTTTCTAATA 
AATCAATTGAACAAGTTTTAGAAAGAGTTTTAAGAAAACATTCGATTAAAATTGTTGAACTGAAACCTAAAAAAT 
TGATTTTACCATCAGCTGCTACTATTGGATCATTTTTTGGTGCTTTTGTTGAAGAAACAGAACCTGAAGGAATTA 
ATGAATCTCATGAAAATGAAGGAGTTAAAGCATTATATACTGCTTTACAAAAAATTAATGCCAACACTCAAAATG 
GTTATGAAGAAGCTGATGAATTGATTTCTAAAGCTGTTACTGAATTGGAATCTGCAATTGAATCTGCTACAGAAT 
TAAAACCAGTTTTGGCAATTGCTTTAGAATATTTAGCTGCATTCCAATTTTTGAAAAATGATCCAGTTAGTGCTG 
CTGAATCAATTGAAAAAGCCATTTCATTAAAACCAAGACCAAGAGCTTATGTATTCCGTGCTTTAATTAATGCTG 
ATAAATCATCTTATGAAGCAGCATTAAAAGATTTTAAAACTGCTGAAGAATTGGATGATAAATGTCCTGATATTT 
TCTATCATTTAGGTCAATTATTTTATTTAACTGGTGATTTAACTAATGCTGAAATTAATTTTAATAAAGCTAAAG 
AATTACATCCAGATAATGTTTATGCTTATATTCAATTAGCTTGTATCACTTATAAAAATGGACAAATTGAATTAG 
CTAATGAAAAATTC ACTGAAGCTAAATTAAAATTC CC AACTTC ACC AGAAGTTCC TAATTATTATGGTGAAATTT 
TAGCTGATAAAGGTGATATTCAAGGTGCTTGTAAACAATTTGAAATTG 

GATTTTCTGTTGGAGCATTACCATTAATTAATGAAGCAACGGTTATATCTAGAGAATCTTTAGAAAAAATTGGTG 

AAGCTGAAGAATTATTAACTAAAGCTTGTGCTTTAGATCCAAAAAGTGAATTAGCAAGAATTTCTTTAGCACA 

TTAAATTACAAAAAGATGAAGTTGATGATGCTATTGTATTATTTGAAGAAAGTAGTGATTTAGCAAGATCAATTG 

AAGAAAAAATTC AAGCTAC TTC ATTTGCTGAAGCTAC TAAAATXXIAAAAAAGAATTAAAAATGATCC AATTTTAA 

ATAATAAAATTGCTGAATTAATGAGACAAAGTGGTGC C ATGTAAAGAAGAAGAGCCTGCCTGCCTACCTCAC TC A 

CTTCCTTCCTTCCTTCCTTCCTTCCTGAGAAATTCTTATTATAATTAAAGGGGGAGGGGTTTATAAACAAGATTG 

GTTAATTGTAATTTCCCCCTTTATTTTTTGTAAAGAAGAATAAATTTGTTTTGTATATAAAAATTATTATAGTAG 

TAGTTTTTTTTGTAAATTTAAATTACTTACTTACTTACTTACTTACTTACTTGCCTATTAACTTTTTTTCTTTTT 

TATATTATTTGTTATTATTTGTAATAAACATATTTTATTTACTCCATTCATTCAAGTTTATATCTATTTTATCAA 

ATGATAAGTTAACCCCCTTGTGATCATATGTTATTTATTAAATCATTAATTCGTTCAATTATTGCATCACCGAAA 

AATCAATATTATGATTCATCAACAAATTTAAAACTTGATTTATCTTATATTACTCCACAATTAATAGTAACATCA 

GCACCTGTAACAAATTATATTGAATCATGGTATCGTTATCCTTTAAATGATTTATTACAATTTTTAAATTCTAAT 

TATGGATCAAATTGGCATATTTTCAATTTTCGAGGTGAATCTCCTGGATATGATGATTCATTAGTATATCGAAAA 

GTTAGTCATTATCCATTTCCCGATCATTATCCACCCACTATGAATATTATAATTAATTGTATTGATGAAATTGAT 

AATTTATTACAAGTTTTCGGCGATAAGACTAATGTTGTTGCTGTGTTACATTGTAAAGCAGGCAAAGGTAGATCA 

GGAACTTTATGTTGTGCATATTTGATCTATCAAAAATATCATAAATATCATCAGTCTCATAGCAACAAATCAT^ 

ACTCTAGAGGATATTTTATTGATTTATACAACTAAGAGAATGAATTATTTAATTGGAGGAGAAGGTATATCAATA 

ATATCTCAAAAAAGATATCTTCAATATTGGTATGATTATATTCATAATAAACAATTACGTGAATCATATAT7VAAT 

TGGTTAAATATTATGAAATTTATAAATTTAAAAATCAT^ 

TTAAATATATCAATTCTGACATATATTACAAAAATAGAAACTGACACTAGTGGTAATAGTAATAATAGATCAAAT 
ACAATTGTTAAAGAATTAATACAATTAACAAATGAGAATTGTGATATTGATAACCATGATGATGGCCACGATGAT 
TATTGGATAACTTATAATATTCATGATTTGAAGATTTTCCAATTGGAAGATATAATGATTGG7VATTCAATCATGG 
AGTTATATTTGGTTTAATATTTTCTTTGAATCATTTAAATCAAATGGTCATGGTCATGGTCATCACAATAATAAT 
AAGGTTTTATTCAATTGGGATGATGATATAGATGGATTTAAAGGATTTAAACAAAAGGGAATAAAATTATTTAAT 
GAAATAGAATTACAATGGGATGTTATCATCACCACCAAAAGTACAGATATATATGCTAATTAGATTATTCTATAT 
ATATATATATATATATAGAAGCTTTTAAAAAAAAAAAAAAATAATACAAGATATAATAAGGTTTACTCATTTCAA 
TTCTTTAACCTCCACGTTTTTCATTATCAATTTCTAACCAAAATTGATTCAATGCTCTTTGTATAGAATCTAAAT 
GTTTTTTACCATTTTCTTTAATGATTTGTATATTTGATTTAATATTAGTGAATGGTTTAATGATTTTGATTTCAT 
TAAATATAATGATTTCTGATTGTTTAGTAGATGTAGTTGAATTATTGCCATTACCAAATTTAACATTTTTATCTC 
CATATAATTTGACAAGTCTATTGAATAAAAGAGTTGAAATATTGGATGGTTGGGTATGTGATGCTTGTTGTTGTT 
GTTGTATTGGTTGTATTGGTTGTGGTTTATAATTATTGATTTCATGATTTAGTCTTTTATCTAAATCATCAATAT 
TTATAAATTCCAATAATGTAGATGCAGATGATGAAGAAGAAGAAGAAGATGAATCCGATTTATTATTACCATTCT 
TCC TTGAAAAAGGTGGTAATACTTGAATACTTTTAATAAATGCCGTATTTATAATTC TATAAGTTGAAGTAGAAC 
TGGAGTTTTGTTTATTATCATTAATATTGGTTTTAGTTCTAATAATTATAATTTCATTAGATGATGAATAAGTAT 
AAATTTGACCAATTATTATTTGATCTAATAATGTTATGATTTTAACTTTTAAATTAATGATTTGATCAAAATTTT 
GAAATGACATGATTTGTAAAAGTGTATAAATTGTATTAAGTAAGTAAAATAAAAATTGACTTGACTTGAATTGAA 
TTGAATTGAATTGAATTGAGCTGAGTGGTTGTTGTTGTTGTTGTCGTTGTTGGATTATTGATATGGATAGGATTA 
TTAAATATTTTCAGAATCAATAATTAATAATAATCTTGTAATAACAATTA 

TTGATTCTATTAATGCAAAAATTGTAAATTGAATAGTAATTAAATATTAAGAAATGATATTAGATTTTATTTAAA 
TTAGAATGAAGTGATAGGTGGGATAGGTGGGTGATAAATAAGGAAAGGGGAAAAGGGAAAAGGGAAAATTTTTTT 
TCAGTTCAGTTCAGTTGAGTCAAACTTTCAACTTTCAAATTAAACTATACACACAATTTTTGATTTTGAAAGGAG 
AGAGAGATCAACCACCACCATCACCGCCAATGGAGTTTTCAGTTAGTGCGAACTTTTGTACCAGTGTGGTAAGAG 
AGCTAACACGATTGGAATGATTACTTTGCACCAATGTCTGGCCATATCTAGTACCACTGCTACCAACTGCTACTA 
CCAACCTAACCTCTCCCGACTACACGACACTACACTACTCACACGACACGACACGACACGACAAATTTTGTTTAA 
CTTCTTGGTGTCGTGTAAAATTATAAAACTTCCTTTTTGTTTTTTTTTACAACCACAATCAATCAATCAACTACA 
ACTACATTAATTCAACTTATATTAATGGTCACCTCCCACTTTCCTCTTTAAATGCAACTGGAAGAATTAATTCTG 
ATTGATAAATTAGAAGATCAAATCATTGATCATCCTGATGCTTCTACTAAAAAAGATTTAAATGAATCACTCGAT 
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GAAAC ATTTCAAAAAAAATTAAACGCCAGAGCTC AAC AAATTAAATC AAC CAAC AAC AATAGC TAC AATAATACC 

TCC ACTAGAC AAC AATCTAAAGGTC AACATAGGAATTCAAATC AAGATTC TTCTTCTTCTTCTTC TTCTACCTCG 

TCAGGTGGTATCAATTATCAATTTCTTATTACTAAATCACATTTAAATTACACATATACTGATTATAATTCATTA 

GAACAAGAAATTTGTGAATGGTTTTCAATAAATGATTTTAAATCACTTGGTGGGTTAAATAATCTTATTCTAAAT 

TATACTAATGACCTTAACAACAACAACAACAAAGCAAGTATAACTGAATTGATACAAAATTTACACGCCAACCAC 

AAAATTGATGATCTATC TAC TAATAC ATTAC AAACAATATTATATTATAGTTTTGGTGAATATGGTGATAAAAAA 

TCTAAATCAGATCAACTTGATAGTATTAAACGAAATAATTTACAACTCATAAATGATAAACTATATCAACCATTA 

ATTAATATAATTCAAAATTTCTTTAATGATAGAATATCTCATGATAAAGCTACAACCAATCACCCAGAATCATCC 

ACATTATCAATAAGACAACAAGAACCAATTTATTTTATTATACTTACATTAATGTATTTTATGATTAATGTTAGT 

TTATCAATTGATCATGATAACAATACTATTATTAGAAGTGAGTTTAAGAAATATTTGAAAGAAACAGATTTTTTA 

ACTTCATTATTAACATTTATTGAACATTGGAAATGGCATCCTAATAATTGTTATCGTATAA 

ATGGTTAATAAACTCATTTTTTTAGAATTGGGTGATTCAAATCATATGAAACAATGTGATGAATTTTTAGTCAAA 

TTACATCACGTTAAAAATAAACCAACAAAAGAATCACTGGAATCAAATTTAACTTGTTCACCATTAGATTATTTT 

GTTTTCCGACAAGATTTAATTGATAAATATCCACTTTATGATGAAACTGAATTAAAACCTTATGATTTCCGTAAT 

TTAAAAAAGTCGTTGGATAATGATGATGATACTACAAGTGACACATCAAGTATTCATAGTCATTCTAGTACTATT 

GAAGGAAAGTATAAATATTTTATGGCATTACACAATTCATCCAATTCTCTTTCTAATTTAATTGAAACTCCCAAG 

ACTAATAAATCACATACTATTTTCGGTCAATTACCTACTCAAACAGTACATTTAGCTACTCCAGTACCTTCACCA 

ACTTTGGCAGCATCAGATTATATGTCTGGTGGAGAAAAAATTCGTAAATCATATCAAGTTAATCAAGCCATGCCC 

ATGATTTATCCTATTACTAACAATTATAACGGTGATGGCGTTATACCATTAGCAATGAGAGAAGCCGATGAAATA 

TTGAGAAAATCTATTTATGAAAGTTATTCTATTAAAAGATTATGGAATGAACGAGATTATTTTATGAAACAAGA^ 

CGGGGATATGCCGATGGGTATGATAAAACTACCAAAAATGATGATGATGATGATGATGATGATAATGATGAATTT 

GATTATAATTTTAATGAATTGAGACAAAAATATCCTGAAAAAACTCTGGTGATTGATACTTTAGAAAGAATTGAA 

ACTTTATATTCACAAAATTTATGTCGATTGAATACTATAGTTGAAGTTTTTATTGAAACCATTAAAGTGAATCGA 

TTAGATTATAATTTAAATTTTGCAGAATTGGAATTAAATTCAAAAACCAAGTCTGGTCATCGTGATGAAACAATT 

CAAAAAAAAATTGAAATGGTATTAATACTGCAATTGGAAGTTAATAATG 

TCAAGTTTAATTTTAAATTTATTAAAATG 

TTATTTGATCAACAATTTTTTGCAATTTCTTTAGAATATCTTAGTCGATGTTTTAATAATGCTAATTTACAAAGT 
ATGATTACTACTACTAATTCTAGACAAAAAAAGGATGAATTAACTGAATATGAAATATTAATTAATCAAAATAAA 
TTAATGAATCCC AAAATATC ATTACCAAATGGGAATTTTTTC GATAATTGTTTATGTTTATCATTAACC CATC AA 
GAAGTTAAATACAACGATTTTAATTTTATTAATAAAATTTTCATACTGTCATC 

AATATTAAACATGTTTATATTTCAAATTTTAATGATAATTTTGCTCATATTTTGAGTGATATATTAAATATTACT 
AACAAAATATTAATTAAAAATCAATCACAACGAATATTTACATTTAATGATTTAAAACCTTCAGAATTATATA^ 
ATGATATTAATTAATTATGATTGTCAATCATTTAATAAACCAATATTGAAAACTTTGAAAAAATTAATACCTTAT 
CAAGGTCGAAAATGGAAATCTTCTAATATGGATTTAATTAGTCAAATTTATTTAAATTTAAAATTATCAATGAAA 
GATAATTGGTTGAGTGGTAAAGATTTAGAAAGTGATTTCAATAATTCTTATGATCAAGAAATTGCTCTTAGAGGT 
TTATTACAATTTTATAATATGAGAAATTATCCTTTACAAATGAATAAAATTGGTTATAGAATTAATCATGATATA 
ATGAATATTCCTCAATTGGATTTAAATGATATGAATATATATGATGATGAATATGATGAAGATTATTATGAGGAA 
GATTATTATGAAGAAGATAATGATGATGATAATAATACCAATACTAATACTAATACTAATACTAATGATACTAAC 
GATAATAGTATTCAAGATGGTGAATTCATTTAGTTAACTTAGTGCGTGTGTATACCAAAAATTCCATTCAAAGTA 
GCCC AAAAAAATTTTTTCTTCTTTC TAC AATTTGTGGGAATC AACTTTTCCTC C AACTACAAATTTTTTGATTTG 
TTTGTTTGTTGAATTTATAAAAAGTATCATCATTAATAATAATTGTTTCTCTTTATAAGTTATAGACCATGGTTA 
AATTAACAC AAATTG ACGAC GAAAC TC AAC AAC AATTTGAAAATCAATCAGTTGCTAAAAACAACC AC ATT ATCG 
ATGAAGCTAGTTCTGAAGAAGAATCTGATGATGATGATGAATCAGATCTTGATGATTTTGATTTTGAAAATGAAA 
CTTTATTAGAAAGAATTGTTGCTCTTAAAGATATTGTTCCACCAGAACAAAGAGAATCCATATATAATTTATCAT 
CAACTATAGGAGATTTATTTAAATCAAGTGTTCAAAATGGTGGGAAATTTTTATGGACATTGACTTCAAGTTCrr 
TATTATTAGGAGTTCCTTTAGCTTTAGCAATTTTATCCGAAACTCAATTACAAGAAATGGAAAGAGGTATGTCAT 
TAGAAAAATCTGCTCAAGATGTTTTAGCTCCTGGATCTGAAGCTGCATTTGGAAATGAAAATAAGAAATAAATGA 
AATAGAATAGAATAGGATCCAATCCAATCCAATCCAATCCAAAAGCAAAGTAAAAGCAAATTTTCAACCTTGTAA 
ATAAAGATCTTTTTTCAAAAAATTCAAAAAAAAAATAATAATAATATACATCTAAAGAATTTATATTTATATTAA 
TCTAAAGTAAAATGGTAGGATTAAACAAAAAAAAAAAACACATAATGGTAAGTAAACAAGCAAACAAGCAAACAA 
GCAACTAAACAAGCAAACAACTAAACAAGCAAGTAACCAAACAAAACGTATCTCTCTCTAGTTTATTTTTTTATG 
CTTAATTGATAATGCATAAATATCTAAATAAGTAGTGATTTCAGTAATCACTTCAGCAACAAAAATTCCATGAAT 
ACCTAAAGTTATTCCACAACCTAACCAACTAATGGCATGTAACACTTTAGCAGTACCATAACCATAAATATCAAT 
TAAAATTTTACTCAAAATCAATTGACCAATAGGGACAAACATTGGATATTGAATAAATGGGAATTCTTGTAAAGT 
TAAATGAGCCAAAATAATTCTTCCAACAGAAAATGCAATAGTACAACCAATAGATATCACTAATGGGAAACCATA 
ATCATAAAGAATTTGTGGATAAATCC 
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YNL131W_homolog 150aa PathoSeq: 1..150 (SEQ ID NO 670} 

MVKLTQIDDETQQQFENQSVAKNNHI IDEAS SEEESDDDDESDLDDFDFENETLLERIVALKDIVPPEQRE 
SIYNLSSTIGDLFKSSVQNGGKFLWTLTSSSLLLGVPLALAILSETQLQEMERGMSLEKSAQDVLAPGSEA 
AFGNENKK 

YHR161C_homolog 4220bp PathoSeq: 1. .4220 (SEQ ID NO 671) 

ATCCAGTTTACTTAAATTTAAATGGACAATTATCTTAATAGACAAACATCCCAGATTATTATCATCTATCTTCAT 
AAACTTAAAGGTGACAATGTCCAAAATTTTATTCTTTATCTGATTTGAAATTTATTAAACCCAAAACATTAAAAT 
CATGGTTCACAAATGGTTCATCTCCCCATGGTAAATTTTGTGTTGTTGATGTACGAGATTCTGATTTTGTTGGAG 
GTCATATAAAAGGCTGTTATCATTATCCTGCAGCCAATTTCCACTACACATTGAATGAATTATATCAAAAAATAT 
ATCAGAATAAAATACAAGATATTGTTTTCCATTGTGCTTTATCTCAAGTAAGAGGTCCTTCAAGTACATTAAAAT 
TCTTGCGTGGAATTGATGATATAACCGATTCCAAAGTAAAGAGTTATTTCAATGATGACAATATTCAAGTATACG 
TGTTACACGGGGGCTTCACAAAATGGCAAGAAGAATATGGGAACGATAGAGAAGTGACAGAGGCTTATGACCAAG 
AAATATGGGAGTTTGGATCCTAGTGATGTAATATGTGTATATTGTGTTTGATTTTCACATTTCTATTGTACAATT 
GTATTAGCAATATCGGGTTATATTTTAGATTGATATAGATGTGTATATAAATATGTATAAATGCGCCACGCAACA 
TGTGTAC ATGCATGTACTAC TTC AGC AATCAAATTAAGC TTGGACC ATC ATGATAGTTATATTGTTGC ACTTGCT 
GTTGCTGTTGCTGCTGCTGTTGTGGTTGTGGTTGGAATGCTTGGTTGTATAGCCCAGTTTGGGCATTTTGAAAGT 
AAAATTGTCTTTGAGCTTCTTGTTGGGTCTCCGGGAAGACTGGAATAGTAGGTAAATGCTCCAATCCACCAGCAG 
TTGCTTGTGGTTTCAATTGTTGGTGTTGGTTTTGTTGTTGGGTCAGAGCATAATTATCAAATAACTGCAGGGTAG 
TTTGTGATACTTTAAACGGATTATTGCCAGTTGCGTTAGCTTGAATCTTTTGATTTTGTTC 

GTGGTTGAATTGATCCATTATCCAATGTGAATGCTGTGGTATGACTGGTAGATGCGAATCTTGTATTAGCAAATC 
GGTTAGTTGATTGTGCTTGTAAAGGTTGTGGTTGTTGATTCATGTTCAGTTGGCTATATGGTTGAGCAAACTGTT 
GTTGTGAAACTTGATGTTGACCTGTTGCCATACTTGAAAATGGGTTTC 

GTTGTGGTTGTTGTGGTTGCTGTAATTGCGGAGTAGGTTGGATGAATGGGTTTGTATGCTGTGCTTGTAACTGTT 
GCGGCTGCGAGCCATATCCTCCAAACCCAACACCAGTAAATGTAGATTGCAATGTTTGACCTTGAGAAATGGATG 
GCAATTGTGAAAACAAAGTCTGTTGCTGCTGCTGCTGTGTGGCCTGCTGTGTTGCCTGCTGTTGTAAAGCTTGTr 
GTTGAGCCTGTTGCAATTGAACTTGTTGCTGCAATGCTTGCTGTTGCGCTTGCTGTTGAGCTTGCTGCTGAGCCT 
GTTGTTGAGCTTGGTCTTGTTGCAGCGGATCCACAACTCCGACAATTGGGACAAACATGGTATTCCACGGATTGT 
AGGTCTGTTGCACGACCAATGAACTGTGTCTATTCAAATCACTACTAGTACCTTGTAATTTCTGTTGTTGTTCTC 
TTGGTTGTTGTTGTTGTTGGCCCGGTTC ATTCTTAC TC TTC TTATTAAGTATAGATTGAGTCGGTTTCAGAACAA 
TATTGTCTTTCCCCTTTTTTTCTGCTAAATATTC^ 

CCAAAGAACTTGTCAAAGCTGTAGGCGCGTGTTTGATAGTTGGGACGTGTAACTTCGTAGCATACTCCAAATGCT 
TAGCTACTCTCAAATAATC AATGAC AAACTTGGTTTGATC TAC AAATTTTTTGTATATC TTTAAAGATCTTTCTG 
CATCAATTTTCGACATTTCAAAATAATGTTCCAAGATGTTTATCACCCCTTCATTCAATTCTTGGAAAAGAGCCA 
ACAAATCATTGACCAATAATCTAAATGCAGTTAAGACAATGTCATTATTTATCTCGTTTTCCATGAAATTATTCT 
TCAATAAAGAATCAATTTGTTTCTGGACACTTTCAACTTCTCTCAACAAACCTTTGTCCACGTCAAGTAATCTTA 
ATCTACC AC CTTGC TGATTGGTATTGTTATTTGATCTTTC ATCTCTAAC ATAATCC AC C CCCGTCGACTC AAATT 
GCTTGACTCTGGTGTGTAAATACTTGGCATATCTCGTGATAAATTTGATATCAGAATTGAAACTGTTGCTATTTT 
TG ATGATGTTATTATTGTTCAAATTTAAAAGATTTGGC GATGCTTGATTACTTAAATAATC TAACGTCAC ATTTT 
T ATCCCCTTCCCTAATC ATCAAATGAATC AC AATC AAGGC TTTATAAACGACAGACC AGGAAC TGTCGTGC AATC 
GTGCCTGTAATGTTCTCATTATAGTGTTGAAGTTCTCCTTAGAAATAAGGGAATGATTCAACGATGTAGCCATTA 
ATATGGGCTCAATATATTTTGGTTTAGGGGCAGCCACCTTCACTTTAGTAGCACCCTTGACAATCTTCTCATAGG 
TAGTCATTGTCTAGTGTTGTTGAAGTAGAAATATTTGAAAACAAATAATGTTACTCGGCAGCTACTGAAGTGTAA 
TAAAAAAAAAGACCCCAAAAATAATTGAAAATGTGGTACAGATAATTCTATTGGTAA^ 

TGATCCTTGCAAAGAGTTCTGCTATTTCTTCAATGAATTAACACAACTAACAGAATTGGAAAATTGTACAAGTTG 
TGGAAAATATTTAATAATAGTAATGTGTGTTTGAAAATTAGTATAATTTTACTCATGGGCAGTGCGCACAAACAA 
ATAAAACCTC AACTCAATAGTTGTCGTC GGCTGTTTCTC CTTGCTTTTTTATGATCTTTGTTTTTCTTTTTTTGT 
TCCATGTAACGTTGCCGGAGGCTGTACAATTTATAACTGCCCTTGTTAATAGTAGCTATACTTGAATTGGCTAAA 
ATAATGACTCGTTTTAAGTCAATTGACACTATACATTTCAGAATATTTAATGATAAACATAAGCAAGTATTATGA 
TCATCGACTATGGGGTGTATTCTCATTCGTGTGAAAACCAATCTCGGAAAACAGATTAGATTATCATAGACACCA 
TTTTTGAAATTGTCTTTTTTCTATGAGCAGTATTAATAGCATATATGTAATTTGTTTACACTGCCATTGCTAAAT 
AATATCAAGTACATATACTTGCTTATTATTGAACATTAGGCACATAATGTAGATATATATTTATCGTCGATTCTA 
AAATAAAACTC AAGAC AC AC TATTC ACTCTGAAACGGAC TTTATGTC TGTTTTGGTCTCTACAAAACGC ATCTAT 
AATTCACCGGCCCATTCATGTGGCATTCCTCGATAGACGTAAACTTCACCTTTTGTCAAGTTCTTCT^AATTTATC 
TCACCATCAACAACATATCGTTTACCACCAACATTTTGTTCTAAAACCATCAATTTATCTCCCAGTTTACCAATC 
ACAACTGACGTATGATCTGGGGCACCTGCAGATTGTGTGACACCAGTACTTGCATCATAAAACGTACAAGCGTTG 
AACTGTAAAATGTCACCTCTTCTTACCTCATCGAGTTGCTGTGAATTGTTGATAAAATAGACTCCATTACCAGCA 
TTCCCAATTTGTAATATTGGATAACCATGGATGGTATAACATGATACGAATGCATGATTTCCGCATCCCTTTTGT 
AATGCTTCTTTTGCCAAATCCCAACACTCACCTCGTCCAACAGTCTTACCTCTGTGATGTTCACACCAAGATGCT 
AT AT AC TCCCCGAATC TTTGATGGTT AGC AATGAGTTCTTGTTTGAAAGGAATTGTATC GATTGGAGATGGAAC A 
T ATTTC TC AAT AAC C AC ATTTAC GTTAC T AATGTC ATTATTACTGT ATTC AAATTTATATGTG AC TATGG ATAAG 



WO 02/064766 



PCT/EP01/15398 



230/251 

TCTTTAAGTCTCACAGTTAAAGTTGTAGTACCCTTCCCATAAGAGCCTGATGATGTCGTGTACGAAAACTTGTGA 
TTGATTCCATGAAATACTTT 

YHR161CJiomolog 609aa PathoSeq: 1..609(SEQ ID NO 672) 
MTTYEKIVKGATKVKVAAPKPKYIEPILMATSLNHSLISKENFNT^ 

GDKWTLDYLSNQASPNLLNLNNl^IIKNSNSFNSDIKFITRYAKYLHTRVKQFESTGVDYVRDE^ 

GRLRLLDWKGLLREVESVQKQIDSLLKNNFMENEINNDIVLTAFRLLVNDLLALFQELNEGVINILEH^ 

IDAERSLKIYKKFVDQTKFVIDYLRVAKHLEYATKLHVPTIKHAPTALTSSLEEYLDDPNFEINRKQYLAEKKGK 

DNIVLKPTQSILNKKSKNEPGQQQQQPREQQQKIjQGTSSDLNRHSSLWQQTYNPWNTMFVPIVGVVDPLQQDQA 

QQQAQQQAQQQAQQQALQQQVQLQQAQQQALQQQATQQATQQQQQQTLFSQLPSISQGQTLQSTFTGVGFGGYGS 

QPQQLQAQHTNPFIQPTPQLQQPQQPQQPVGLQRSNTNPFSSMATGQHQVSQQQFAQPYSQLNMNQQPQPLQAQS 

TNPFANTRFASTSHTTAFTLDNGSIQPQQQQQQQNQKIQANATGI^PFKVSQTTLQLFDNYALTQQQNQHQQLKP 

QATAGGLEH 

YDR544C_homolog 1700bp GeneSeq: 1..1700(SEQ ID NO 673) 

CT AAAGTCC AAAGTTGGTTC AATTTTTGGC AGAAAAAAGAAGAAGGAAAAATTC AC TGGAGC TGATTC AATTGCTG 
AAGATGAATCATTATCTGAGGTTTCTTTGCCACCTACAAGAACTAGGAATTCATCGGTGTTGTCTCGCAGTAACTC 
AACTAGAAGATCTTTTATTGACCGCTTCCATAGAGATGAGTCTAGCACTGGCATTAGCAGACAACATGAGCAGCAC 
C AGC AGC CTTTGAGTGATC CTTTGC CTC AC GC AGAGAAGCC TC AACC GGAAATTCCCC AATC ACC AGAAGCTCCAC 
AGGCC AAATC ACTAGAGCC TGTATC AGAAGTACTAAAAGAACTGTTC CC ACC TATGC AAAACGGGTCCGAAAGGAA 
AGGTGAAAATCAGCAGTCGAGAGTTGATGTATCCTCTCAAACCTTGTCACCAGTTACTCCTACTCACGATGGATTT 
GGTGGTTCTGTTAAACCATTACCAGAACCTGTTGATTCTCCAAATGTGATTAAATACAATGACTCGGACGACTCTT 
CTAC AGAAGAACGTAGAGGCTCGTTAC TTGAAAAACAC AATTTAGAAGTAC AACCTGTATCTTC CCCATTC ACTAC 
TCAACCGCCAGCACCTGTGCCACAAGAATCCAGATCTAGACAAAGCAGTGATGGCATTTACTCGTTTGAAGCGGGT 
GATGATTCCAACCCAATCTCGGCTACTCCAAGATCCGAGCAAAATGTGTTTGGACAGATGCCAGACCCAAATTTGT 
CTCC TGAAAAGACTCTTGCTC C ACC ACC ACCACCTTCGAGAAAAGTTTTGC ACC ATGAAGAAC C AACTGTAAGGGA 
TTCAGCTCTTTTCCACAATTTACCTGCTGCCTCCCATTCTGGAAGAGATTCGGTAATGGCTCCATTAGCAAGTCAA 
GACAGGGGTCATTCGTTGTTGAAAAATGATTTCAAACACGAAAACTTGGCATCCACCCTCGGATTGAGCTCTTCTA 
TTGCTGAAGTCATCAATGCCAGCTTTAAGGATGGACAGTTGATTAAATCACAAGTAGTTGGTGAAGTGGCCTTCAA 
TTATAATGGTAATGCTTCCGATCCACTTGTGGTCACTATTCCTAATAGTTTCGATAAAGTACTCGTGAACAAGACT 
TTTATTGAGGATTTAGGTCAAAGCAAGTATAAAGTGAACCCAACTTCAATTACGTCTAAAACTCTTGGTGGGTTGA 
AATATCTTTTGAAACCAACACAGGTACCAGTGATAATTCAACAAATATGGAAATTTGAACCTCATCAGTCAAGTTT 
GATGGTTAGCATTCGTTCAACTACACCTTTGGTATTGGAAAATTTTGTTGTCTCTGTAGCTTTGAATCAAGACATT 
GAAGCAACATCTGCTTCCTCAAAGCCTCAAGGTGCGTTTAATAAAGAGAAAAACAGAATAACATGGAGATATCCAC 
AGTCCCTCGCATTGAATGGTGTAGAGCGTTTGATAGCTAGATTTATGACTAATGGATTGGGTTCCGAACATGAGTC 
TGGTGTGCAGATTAAATTTCAAGTTAAGGATCCACAAGTCAAGTACTGTAGTATTTACAGTGAGAATGGCGAAGAG 
ATTC CT ACGTTTAGAAATTTGGTTAGCGGT AGTTATAGTGGTC ATCTTTAAGTTATCTGTTTTGAGATTAGTC TC T 
TGTTGAATTGAAAAAAAAAAAAACGTGA 

YDR544C_homolog 548aa GeneSeq: 1..548(SEQ ID NO 674) 

LKSKVGSIFGRKKKKEKFTGADSIAEDESLSEVSLPPTRTRNSSVLSRSNSTRRSFIDRFHRDESSTGISRQHEQH 

QQPLSDPLPHAEKPQPEIPQSPEAPQAKSLEPVSEVLKELFPPMQNGSERKGENQQSRVDVSSQTLSPVTPTHDGF 

GGSVKPLPEPVDSPNVIKYNDSDDSSTEERRGSLLEKHNLEVQPVSSPFTTQPPAPVPQESRSRQSSDGIYSFEAG 

DDSNPISATPRSEQNVFGQMPDPNLSPEKTLAPPPPPSRKVLHHEEPTVRDSALFHNLPAASHSGRDSVMAPIA 

DRGHSLLKNDFKHE^ASTLGLSSSIAEVINASFKDGQLIKSQWGEVAFhTYNGNASDPLVVTIPNSFDK^ 

FIEDLGQSKYKVNPTSITSKTLGGLKYLLKPTQVPVIIQQIWKFEPHQSSLMVSIRSTTPLVLENFWSVALNQDI 

EATSASSKPQGAFNKEKNRITWRYPQSLALNGVERLIARFMTNGLGSEHESGVQIKFQVKDPQVKYCSIYSENGEE 

I PTFRNLVSGS YSGHL 

YHR094C_homolog 1653bp public: 1..1653 (SEQ ID NO 687) 

ATGTCATTAGATAATTCAACAGAAAACCGTGATTTGGAAGAAAAGGAAGAAATTCCAAAGAACGAACAT 
AACGAACAAGGCGAACAAAACGAGAACAATGAGCATATACCTACTTTGGAAGATAAACCATTGAAGGAA 
TATATTGGTATTAGTATTTTGTGTTTCCTTATTGCCTTTGGTGGTTTCGTTTTCGGTTTCGATACTGGT 
ACCATrrCTGGTTTCATTAACATGACTGACTTTTTAGAAAGATTTGGTGGTACTAAAGCTGACGGTACT 
CTTTACTTTTCCAACGTTAGAACTGGTTTATTGATTGGTTTGTTCAATGTGGGTTGTGCCATTGGTGCA 
TTATTCTTGTCTAAAGTCGGTGATATGTATGGTAGAAGAGTTGGTATCATGACTGCTATGATCATTTAT 
ATTGTTGGTATTATTGTTCAAATTGCTTCTCAACATGCTTGGTATCAAATCATGATTGGTAGAATTATC 
ACTGGTCTTGCTGTTGGTATGTTATCAGTTTTGTGTCCATTATTTATCTCAGAGGTTTCTCCCAAACAT 
TTAAGAGGTACATTAGTTTATTGTTTCCAATTGATGATTACCTTGGGTATTTTCTTGGGTTACTGTACC 
AGTTACGGTACTAAGAAATATTCTGACTCCAGACAATGGAGAATTCCATTGGGTTTATGCTTTGCTTGG 
GCCTTGTGTTTGCTTGGTGGTATGGTAAGAATGCCAGAATCTCCACGTTACCTTGTCGGTAAAGATAGA 
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ATTGACGATGCTAAGATTTCACTTGCCAAAACTAACAAGGTTTCTCCAGAGGACCCTGCATTATACCGT 
GAACTTCAATTAATCCAAGCTGGTGTTGAAAGAGAAAGATTGGCCGGTAAGGCATCTTGGGGTGCTTTA 
ATCACTGGTAAACCAAGAATCCTTGAAAGAGTTATTGTTGGAGGTATGTTGCAATCATTGCAACAATTG 
ACTGGTGATAACTATTTCTTCTACTACAGTACCACCATTTTCAAGTCTGTCGGTTTAAATGATTCCTTC 
GAAACATCTATTATCCTTGGTGTCATCAACTTTGCTTCCACTTTTGTTGGTATTTATGCCATTGAAAGA 
TTGGGTAGAAGACTCTGTTTATTAACTGGTTCCGTTGCCATGTCCATTTGTTTCTTAATTTACTCATTG 
ATTGGTACTCAACATCTTTACATTGATCAACCAGGTGGTCCAACCAGAAAACCAGATGGTAACGCTATG 
ATTTTCATTACTGCACTTTATGTTTTCTTCTTCGCTTCTACATGGGCTGGTGGTGTCTACTCCATTGTT 
TCTGAACTTTATCCATTAAAAGTCAGAAGTAAGGCTATGGGTTTTGCTAATGCATGTAACTGGTTGTGG 
GGTTTCTTGATTTCCTTCTTCACTTCATTTATCACTGATGCTATCCACTTCTATTATGGTTTTGTGTTT 
ATGGGCTGTTTAGTGTTTTCCATTTTCTTTGTTTACTTTATGATTTACGAAACTAAAGGTCTTACTTTA 
GAGGAAATTGATGAATTATACTCTACCAAGGTTGTTCCATGGAAATCAGCCGGTTGGGTTCCACCTTCT 
GACGAAGAAATGGTTCGTGCAAAAGGCTATACTGGTGATATCCACGCAGATGAAGAGCAAGTTTAA 

YHR094C_homolog 550aa (SEQ ID NO 688) 

MSLDNSTENRDLEEKEEI PKNEHNEQGEQNENNEHIPTLEDKPLKEYIGISILCFLIAFGGFVFGFDTG 
TISGFINMTDFLERFGGTKADGTLYFSNVRTGLLIGLFNVGCAIGALFLSKVGDMYGRRVGIMTAMIIY 
IVGIIVQIASQHAV7YQIMIGRIITGLAVGMLSVLCPLFISEVSPKHLRGTLVYCFQLMITLGIFLGYCT 
SYGTKKYSDSRQWRIPLGLCFAWALCLLGGMVRMPESPRYLVGKDRIDDAKISLAKTNKVSPEDPALYR 
ELQLIQAGVERERLAGKASWGALITGKPRILERVIVGGMLQSLQQLTGDNYFFYYSTTIFKSVGLNDSF 
ETSIILGVINFASTFVGIYAIERLGRRLCLLTGSVAMSICFLIYSLIGTQHLYIDQPGGPTRKPDGNAM 
IFITALYWFFASTWAGGWSIVSELYPLKVRSKAMGFANACNWLWGFLISFFTSFITDAIHFYYGFW 
MGCLVFSIFFWFMIYETKGLTLEEIDELYSTKWPWKSAGWVPPSDEEMVRAKGYTGDIHADEEQV 

YBL099W_homolog 1344bp public: 1..1344 (SEQ ID NO 717) 

ATGGCTTTGAACTTGGAAGCTGACCAAGTCGGGGTTGTGTTGTTCGGTTCTGATAGATTAGTCAAAGAA 
GGTGAAACCGTCAAGAGAACTGGTCAAATTGTTTCCGTTCCAATTGGTCCAGAATTGTTAGGTAGAGTT 
GTTGATGGTTTAGGTAACCCAATTGATGGTAAAGGTCCAATCAAGGCTGCTGCTTACTCCAGAGCTCAA 
GTTAAAGCTCCAGGTATTTTACCAAGAAGATCCGTCCACGAACCAATGCAAACCGGTTTGAAATCTGTT 
GATGCTTTGGTTCCAATTGGTAGAGGTCAAAGAGAATTGATCATTGGTGATCGTCAAACTGGTAAAACC 
GCCGTTGCCTTGGATGCCATCTTGAACCAAAAGAGATGGAACAATGGTTCTGACGAAAAGAAGAAATTG 
TACTGTGTTTACGTTGCCGTTGGTCAAAAGAGATCCACTGTTGCTCAATTGGTCCAAACTTTGGAACAA 
CACGACGCTCTTAAATACTCTGTTATTGTTGCTGCTACTGCTTCTGAAGCTGCTCCATTGCAATACATT 
GCTCCATTCACTGCTTGTGCTATTGGTGAATGGTTCAGAGACAATGGTAGACACGCCTTGATTGTCTAC 
GATGATTTGTCCAAACAAGCTGTTGCTTACCGTCAATTGTCATTATTGTTGAGAAGACCACCAGGTAGA 
GAAGCTTACCCTGGTGATGTTTTCTACTTACATTCCAGATTATTGGAAAGAGCTGCTAAGATGTCTGAT 
GCTTACGGTGGTGGTTCTTTGACTGCTTTGCCAGTTATTGAAACCCAAGGTGGTGATGTCTCTGCTTAT 
ATTCCAACTAACGTTATTTCCATTACTGATGGTCAAATTTTCTTGGAAGCTGAATTATTCTACAAAGGT 
ATCAGACCAGCTATTAACGTCGGTTTGTCCGTCTCCCGTGTCGGTTCTGCTGCTCAAGTTAAAGCTATG 
AAACAAGTTGCCGGTTCCTTGAAATTGTTCTTGGCCCAATACAGAGAAGTTGCTGCTTTCGCTCAATTT 
GGTTCTGATTTGGATGCTTCTACCAAACAAACCTTGAACAGAGGTGAAAGATTGACCCAATTATTGAAA 
CAAAAACAATACAACCCATTGGCTGCCGAAGAACAAGTTCCATTGATTTTCGCTGGTGTTAACGGTTTC 
TTGGACAATGTTGCTCTTGACAGAATTGGTGAATTCGAAGAAGCTTTCTTGGGTCACTTGAAATCTAAC 
GAAACTGGTATCTTGGATGCTATTAAGACCAAGGGTGAATTATCTAAAGATGAATTAGAAAAATTGAGA 
AAAGTCACCGAAGAATTCGTTGCTTCTTTCTAA 

YBL099W_homolog 447aa public: 1..447 (SEQ ID NO 718) 

MAI^LEADQVGWLFGSDRLVKEGETVICRTGQIVSVPIGPELLGRVVDGLGNPIDGKGPIKAAAYSRAQ 
VKAPGILPRRSVHEPMQTGLKSVDALVPIGRGQRELIIGDRQTGKTAVALDAILNQKRWNNGSDEKKKL 
YCVYVAVGQKRSTVAQLVQTLEQHDALKYSVIVAATASEAAPLQYIAPFTACAIGEWFRDNGRHALIVY 
DDLSKQAVAYRQLSLLLRRPPGREAYPGDVFYLHSRLLERAAKMSDAYGGGSLTALPVIETQGGDVSAY 
IPTNVISITDGQIFLEAELFYKGIRPAINVGLSVSRVGSAAQVKAMXQVAGSLKLFLAQYREVAAFAQF 
GSDLDASTKQTLNRGERLTQLLKQKQYNPLAAEEQVPLIFAGVNGFLDNVALDRIGEFEEAFLGHLKSN 
ETGILDAIKTKGELSKDELEKLRKVTEEFVASF 
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YEL032W_homolog 2637 bp public: 1..2637 (SEQ ID NO 719) 

ATGGATGAACGATTTTTGAATCCACCACCTACAGCTGATCAAGATGATACTAATCAGCCACTTGATGCC 

ATCTTTGGTGATAGAGTCAGAAGATTTCAAGAGTTTTTAGATAGAATTGATTCTAATACAGGTATAGAT 

TACAGATCTATTATCAAAGATATGTTGATCAAGAGTAAGTTTAGATTGAGTGTTTCAATTGATGAAATA 

AGAGAGTTTGACAGAGAATTTTGGTTGGGGTTGCTCAACCAGCCAGCTGACTATTTACCAGCTTGTGAA 

AGAGCTTTGAGAGACACAGTTTTAGCTATTTACGACCCACAGGATCCAAGTTTCCCACATGACAGTTAT 

GACCCTAACCAGCAATACTATTTATCATTCAAGGGAGCATTTGGGGGACATTCGCTCACTCCTAGATCG 

ATTGATTCCAGCTATCTTTCCAAAATGGTTTCTATTGAAGGTATTGTGACTAGAGCTTCATTAGTTAGA 

CCAAAGGTTATTAGATCGGTTCATTATGCTGAAAAAACTGGTAGATTTTATGCACGTGAATACCGAGAC 

CAAACAACATCCTTTGATGCAATTGCTACTCCGGCTATATATCCAACTGAAGATATGGAAGGTAATAAA 

TTAACCACAGAGTATGGTTATTCGACATACAGAGATTACCAGAAGATCTCTGTACAAGAAATGCCTGAA 

ACAGCTCCTCCAGGTCAATTGCCAAGATCGGTTGACGTTATTTTGGATGATGATTTGGTGGATTTGACA 

AAACCCGGTGATCGTGTACAAATTGTTGGTGTTTATCGTGCCTTAGGAGGTGCTGCAAACAATAGTTCT 

TCTTTCAAAACGGTTATCTTAAGTAATTCTGTTTACTTGTTACATGCCAGATCAACAGGGGTTGCTTCA 

CAAGAAAAGTTAACTGATCAAGATATTAGAAATATAAATAAACTTGCAAAGGATAGAAAGATTTTTGAT 

ATTTTATCCCGTTCTTTGGCCCCTTCAATTTATGGGTTTGACTATATTAAGAAAGCTGTTTTACTTATG 

ATGATGGGAGGTGTTGAAAAAAATTTAGATAATGGTACACATTTGAGAGGTGACATTAACATTTTGATG 

GTGGGTGACCCATCCACTGCCAAATCTCAAGTATTACGGTTTGTGTTGAACACTGCTTCATTAGCTATT 

GCCACTACTGGTAGAGGATCGTCAGGTGTAGGTTTAACAGCTGCTGTTACTACCGACAAGGAAACAGGA 

GAAAGAAGATTGGAGGCTGGTGCAATGGTATTGGCTGACAGAGGTATTGTTTGTATTGATGAATTTGAT 

AAAATGTCAGATATCGACCGAGTGGCCATTCACGAAGTTATGGAACAACAAACTGTCACTATTGCTAAA 

GCTGGTATTCACACCTCATTGAATGCTCGTTGTTCTGTTATTGCTGCCGCAAATCCGGTTTTTGGACAG 

TACGATGTCCATAAAGATCCACATAAAAATATTGCCTTGCCCGATTCATTATTGTCTCGTTTTGATTTG 

CTCTTTGTTGTTACAGATGATGTCAACCCAACAAGAGACAGGGTTATTTCTGAGCATGTTTTAAGAATG 

CACAGGTTTGTTCCTCCTGGATTGATGGAGGGAGAGCCAATCAGAGAAAAATCAGCAGTTACATTGGCT 

GTCGGAGATGATGAAACCAATGAACAAGAATTATTAGAACAGCCAATGTTTGAAAAATTO 

TTGCATGCTGGTATTCAAAACAAAAAGTCAAATAATATACTTTCGATTCCATTCTTGAAAAAATATGTC 

CAGTACGCCAAGCAAAGAGTGCAACCAGTGTTGACCAAGGGTGCATCCGACTACATTGTTACTACATAT 

TCCTCCTTAAGAAACGATTTGATAGGCAACAACCAAAGAAATACAGCTCCAATAACTGCTAGAACTTTA 

GAAACTTTGATTCGTTTAGCAACAGCTCATGCAAAAGTCCGTTTATCCAAAACTGTTGATGTGAAAGAT 

GC AAAAGTTGCCGAAGAGCTATTGAGATATGCATTATTCAAGGAAGTAGCCAAAAAGACAAAAAAGAGA 

CAAAAAACTACAAGTATAGTGGACTCAGAAGAGGAGGAAGAGGATGAGTCTGATGCAGAAATGGAAAAT 

TC CGATAACGAAATAATGCCCAGAG AAAGT ACTAGAAGAACCAG AGCTACAGCAC AAAC AC AGCC TC C A 

CAACAGCAACAAGCATCTCCTTCACTAACACCCGAACCGCCACTTGGACATCGGGACGATGGAGATGAC 

GATGGAGTTGGTGAAGAATTAGAACAATTCCATTTGTCATCATCTCAGCAACAACAGCAACAACAATAT 

TTGCAACCATTGACTGAGAGATCATCAAGTAACATTGTATCATCTACCGCCACAAATGCAATCAGCGTT 

GAGAGATTGAATATTTTCAAAAGAATACTAGCCCAGGTGTCACGTTCTGCATTATTTGCCAATGATCAA 

GCTGCGGCAAACTATCATGACGTTACTCGTGCTATCAATGAACAGATGGAACAAGAAGATATTTTCTCA 

GAGCAAGAGTTGAGTGCTGGATTTGAAGTGATGAGTTCTGAAAACAAGTTTTACCTAGAAAGTGATAAG 

ATTTGGAAGATTTAA 

YEL032W_homolog 878 aa public: 1..878 (SEQ ID NO 720) 

MDERFLNPPPTADQDDTNQPLDAIFGDRVRRFQEFLDRIDSNTGIDYRSIIKDMLIKSKFRLSVSIDEI 

REFDREFWLGLLNQPADYLPACERALRDTVLAIYDPQDPSFPHDSYDPNQQYYLSFKGAFGGHSLTPRS 

IDSSYLSKMVSIEGIVTRASLVRPKVIRSVHYAEKTGRFYAREYRDQTTSFDAIATPAIYPTEDMEGNK 

LTTEYGYSTYRDYQKISVQEMPETAPPGQLPRSVDVILDDDLVDLTKPGDRVQIVGVYRALGGAANNSS 

SFKTVI LSNSVYLLHARSTGVASQEKLTDQDIRNINKLAKDRKI FDI LSRSLAPSI YGFDYI KKAVLLM ; 

MMGGVEKNLDNGTHLRGDINILMVGDPSTAKSQVLRFVLNTASLAIATTGRGSSGVGLTAAVTTDKETG 

ERRLEAGAIWLADRGIVCIDEFDKMSDIDRVAIHEVMEQQTWIAKAGIHTSI^ARCSVIAAANPVFGQ 

YDVHKDPHKNIALPDSLLSRFDLLFWTDDVNPTRDRVISEHVLRMHRFVPPGLMEGEPIREKSAVTLA 

VGDDETNEQELLEQPMFEKFNTLLHAGIQNKKSNNILSIPFLKKYVQYAKQRVQPVLTKGASDYIVTTY 

SSLRNDLIGNNQRNTAPITARTLETLIRLATAHAKVRLSKTVDVKDAKVAEELLRYALFKEVAKKTKKR 

QKTTSIVDSEEEEEDESDAEMENSDNEIMPRESTRRTRATAQTQPPQQQQASPSLTPEPPLGHRDDGDD 

DGVGEELEQFHLSSSQQQQQQQYLQPLTERSSSNIVSSTATNAISVERLNIFKRILAQVSRSALFANDQ 

AAANYHDVTRAINEQMEQEDIFSEQELSAGFEVMSSENKFYLESDKIWKI 
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YHR135C_homolog 1488 bp public: 1..1488 (SEQ ID NO 721) 

ATGACAACAAACCCTGCTTTGGCGGCTGCTCAAGCATCTCATAATAATATTCCTACAAAGCAAATGAAT 

CATTCAACTTCATCTTCAAACGGTAACGGTAGCAATAATTCATCCGTGGTTGGACTTCACTACAAGATT 

GGGAAAAAAATTGGTGAAGGTTCTTTTGGTGTCATTTTTGAAGGTACTAATATAATAAATGGAGTACCC 

GTGGCCATAAAATTTGAACCTAGAAAGACTGAAGCTCCTCAATTACGAGATGAATATAGAACTTATAAA 

CATTTACAAGK5ATGTGACGGAATTCCTAATGCATATTATTTTGGTCAAGAAGGATTACATAATATTTTA 

GTCATTGATTTATTGGGTCCTTCTTTAGAAGATTTATTTGATTGGTGTGGTAGAAGATTTAGTGTTAAA 

ACCGTGGTACAAGTTGCTATACAAATGTTGACTTTAGTAGAAGAAGTTCATCGTCATGATTTAATCTAT 

AGAGATATCAAACCCGACAATTTTTTAATTGGAAGAAGAGGTGCTACTGATGAAAATT^TGTTCATTTG 

ATTGATTTTGGTATGGCCAAGCAATATCGTGATCCAAGAACAAAGCAACATATTCCATATAGAGAGAAG 

AAATCTTTGAGTGGGACAGCTAGATATATGAGTATTAACACTCATTTAGGAAGAGAACAATCAAGAAGA 

GATGATTTAGAAGCATTGGGTCATGTATTTTTTTATTTCCTTAGAGGCCAATTACCTTGGCAAGGTTTA 

AAAGCTCCCACCAATAAACAAAAGTATGAGAAAATTGGTGATAAAAAGAGAACTACACCAGCAGTTACA 

TTATGTGATGGCTTACCTCAACAATTTGCTGAATATTTAGATTCAGTTAGATCATTACCATTTGATGCT 

GAACCTCCATATGAAGAATATAGAATGTTATTATTGTCAGTGTTGGATGATTTGGGTCAAGCTTGTGAT 

GGAGATATGGATTGGATGCATCTTAATGGTGGTAGAGGTTGGGATGCTACAATTAATAAAAAACCCAAC 

TTGCACGGTTATGGACATCCTAATCCACCAAATGAACGTGAAAGAAGACATCGTGATCAAAGAAGAACA 

AGACAACATCAACAACTGCAACAAGTACAACAACAACAATTACAAGCTCAAGCTCAAGCACAACAATTA 

CAACAATTACAACAAGCACAACAGGCACAACAACAACAACAACTGCAACAACATCAACCACTATCTGCA 

GCCCAGTTACATCAACAAAAATTACAGCATTTGGTTAATCGACCATTACCACCAATTAAACAAGAATCA 

CAATCAGCAATACAAAGTGGTAATGGACATCATGAACTTTTGAATAATAATTTAGGTGATCAGCATGGA 

GGAAAACATGAAGGATACAGTTCACGACCAGATCAATATCAACAACAACAAATGGTTGCCGAAGAAGAA 

GAAAACAAAGGGTTCTGGTCTAAATTGTGTTGTCATTAG 

YHR135C_homolog 495 aa public: 1..495 (SEQ ID NO 722) 

MTTNPALAAAQASHNNIPTKQMNHSTSSSNGNGSNNSSWGLHYKIGKKIGEGSFGVIFEGTNIINGVP 
VAIKFEPRKTEAPQLRDEYRTYKHLQGCDGIPNAYYFGQEGLHNILVIDLLGPSLEDLFDWCGRRFSVK 
TWQVAIQMLTLVEEVHRHDLIYRDIKPDNFLIGRRGATDENNVHLIDFGMAKQYRDPRTKQHIPYREK 
KSLSGTARYMSINTHLGREQSRRDDLEALGHWFYFLRGQLPWQGLKAPTNKQKYEKIGDKKRTTPAVT 
LCDGLPQQFAEYLDSTOSLPFDAEPPYEEYRMLLLSVLDDLGQACDGDMDWMHLNGGRGWDATINKKPN 
LHGYGHPNPPNERERRHRDQRRTRQHQQSQQVQQQQLQAQAQAQQLQQLQQAQQAQQQQQSQQHQPLSA 
AQLHQQKLQHLVNRPLPPIKQESQSAIQSGNGHHELLNNNLGDQHGGKHEGYSSRPDQYQQQQMVAEEE 
ENKGFWSKLCCH 

YJL060W_homolog 1362 bp public: 1..1362 (SEQ ID NO 723) 

ATGTT AAGACGGC TCTTTCC AATACGAC AATTGTAC AC AACAACTAGAGC C ATGGCC AGCAAATC AAC A 
GACCCAACTAGTTTGCATAATCCGTATTTTTATCAAAAACCGGGGCAAAAAGATATCTGGTCGTTAATC 
AACGAAACTGCGGCCCAGGCACAACAAGAATCCGGCGAGCCAATTGTCAATTTGGGACAAGGGTTTTTC 
TCCTACAATCCTCCTGAGTTTGCGATTAACGCTGTTGAGGAAGCATTGACCAAGCCGCAATTCAACCAA 
TATGCACATGCTCGTGGAAACCCAAACTTATTGAAACAAGTGGCAGAGCACTATTCGCGATCGTATGGA 
CGTGCTGTGGGGGTTGACGAGGTCCAAATCACCACGGGTGCAAATGAGGGAATGTTTGCCATTTTCTTT 
GGTTTCTTGACCCCGGGCGATGAAGTCATTGTGTTTGAACCATTTTTTGACCAATACATCCCCAATGTT 
GAAATGACAGGAGCCAAGATCAAGTACGTTGAAATCAAGTATCCCAAGAAATTTGACAACGAGGTTGTC 
ACGGGCCAGGATTGGGAGATTGACTGGGAAGGATTGAATAATGCCATTACCGACAAGACCAAGATCATC 
GTGATAAATACCCCACACAACCCAATCGGCAAAGTTTTCACCGAGAAGGAGTTGTACAAGATTGGCAAG 
CTTGCCGTGGAACACAATTTAATCCTTGTCAGCGACGAGGTTTACGAGAACTTGTATTATACTGACAAG 
TTCCCTCGTCCAGCTGCATTACCACAGTTGCCTGAATTGGCTGAAAGGACGTTGACAGTGGGTTCTGCT 
GGGAAATCATTTGCTGCCACTGGTTGGAGAGTAGGGTATATCCAGGGCCCTGCCAATTTGATTAAATTT 
GTAACAGCGGCCCACACCAGAATTTGTTTCTCGACCCCAGCACCATTGCAACAGGCAGTATCTCAGGGG 
TTTGAGCAGGCTGAGAAATCAAACTATTTTGAGAACACTCGAAAGGAGTATGAACACAAATACAAAATA 
TTCACCAAGGTATTTGACGACTTGGGGTTACCCTACACCGTTGCCGAAGGAGGGTACTTTGTGTTGGTG 
AACTTGCTGAAAGTTAAGATACCCGCAGATTATGAGTTTCCCGGAACCATCAGCGATAGAGGCACTTTA 
GATTTCAAATTGGCGTATTGGTTGATCAAAGAAATTGGGGTTGTGGGAATCCCTCCAACAGAGTTTTTA 
ACCGAATCGAATAGAAAGGGGAACGGCTTAGAAAATTGTGTCAGATTTGCTGTTTGCAAAGATGATTCT 
GTTTTAGAAGACGCGGTTGAGAGATTGAAAAAATTAAAAGACTATTTATAA 
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YJL060W_homolog 453 aa public: 1..453 (SEQ ID NO 724) 

MLRRLFPIRQLYTTTRAMASKSTDPTSLHNPYFYQKPGQKDIWSLINETAAQAQQESGEPIVNLGQGFF 

SYNPPEFAINAVEEALTKPQFNQYAHARGNPNLLKQVAEHYSRSYGRAVGVDEVQITTGANEGMFAIFF 

GFLTPGDEVIVFEPFFDQYIPNVEMTGAKIKYVEIKYPKKFDNEVVTGQDV^IDWEGLNNAITDKTKII 

VINTPHNPIGKVFTEKELYKIGKLAVEHNLILVSDEVYENLYYTDKFPRPAALPQLPELAERTLTVG 

GKSFAATGWRVGYIQGPANLIKFVTAAHTRICFSTPAPLQQAVSQGFEQAEKSNYFENTRKEYEHKYKI 

FTKVFDDLGLPYTVAEGGYFVLVNLSKVKI PADYEFPGTISDRGTLDFKLAYWLIKEIGWGI PPTEFL 

TESNRKGNGLENCVRFAVCKDDSVLEDAVERLKKLKDYL 

YML028W_homolog 591 bp public: 1..591 (SEQ ID NO 725) 

ATGGCTCCAGTCGTTCAACAACCAGCTCCAAGTTTCAAGAAAACCGCCGTCGTTGATGGTGTCTTTGAA 
GAAGTCACTTTAGAACAATACAAAGGTAAATGGGTCTTGTTGGCCTTTATTCCATTGGCCTTCACATTC 
GTCTGCCCATCAGAAATTATTGCTTATTCCGAAGCTGTAAAGAAATTTGCCGAAAAGGATGCTCAAGTT 
TTGTTTGCCTCTACTGACTCCGAATACACCTGGTTGGCTTGGACCAATGTCGCCAGAAAAGACGGTGGT 
ATTGGCAAAGTCGACTTCCCAGTCTTGGCTGACACCAACCACTCCTTGTCCAGAGACTACGGTGTCTTA 
ATTGAAGAAGAAGGTGTTGCCTTGAGAGGTATTTTCTTGATTGATCCAAAGGGTGTCTTGAGACAAATC 
ACCATCAATGACTTGCCAGTCGGTAGATCTGTTGAAGAATCCTTGAGATTGTTGGAGGCTTTCCAATTC 
ACTGAAAAATACGGTGAAGTTTGTCCAGCTAACTGGCACCCAGGTGATGAAACCATCAAGCCAAGCCCA 
GAAGCATCCAAGGAATACTTCAACAAAGTCAACAAATAA 

YML028W_homolog 196 aa public: 1..196 (SEQ ID NO 726) 

MAP WQQ PAP SFKKTAVVDGVFEEVTLEQYKGKWVLLAF IPLAFTFVC PS E 1 1 AYS EAVKKFAEKDAQ V 
LFASTDSEYTWLAOTWARKDGGIGKVDFPVLADTNHSLSRDYGVLIEEEGVALRGIFLIDPKGVLRQI 
TINDLPVGRSVEESLRLLEAFQFTEKYGEVCPANWHPGDETIKPSPEASKEYFNKVNK 

YOL100W_homolog 2835 bp public: 1..2835 (SEQ ID NO 727) 

ATGCATAAATTTAGATATTCTTTGCACCAACACTATAGCA7VACGCAATTCAAGTGACAAATCCAAAGAC 
AGTCCAATTAGCCAAAACAGCAATGAAGAAAATGATTGGACTAAATTAAGTTCAAGTAGTCTTCAAGAC 
TTACATGATGATCTCGATGATATTTATAACAACTATACTTTAGCACAGGGTACCAATAACAACAGTGTA 
GATACATTGGATTCTGAAAATAATCAAGCTATAAATAAGTTTATTGATAAACCTCCAGCAATTCATGGT 
ATGGAACCACAACTACCGGTGATGCACGTTTCTTCACGATTATCTTCCTTAGGTAATACCACCAATGAA 
ACCGGTGAAAGCATCGCCAAAAGTGCACCAGGAACTCCGTTATCTTCACATTCATTTGATTTCAGACCG 
CATCATCCTCGTGCAGTAACAAACTCATCCCTCAATGTATTGTTAGACACCCCTAATGTCAGTTCCGAA 
TTCAATCATTTAGTGGATCAAACACCACCCAATGAGTCGGTAGAAAGGTTTGACGACAGTAATAATACT 
GTGGACAATACAGAAGAGGAAGAAAATAATGATGATACAGACGAAATACCAAAATCCGAAACATTGAAA 
CAAAACGAGGAGAATTGGGAAAAAAAGGGTGCTGCAGTTAAAACTATCAAGACTATGGATGGAGAAATG 
AAAACTATTCGGCGAAATGTTACTGATTTCAAATTTGGTAAAGAATTGGGTGAAGGTTCATATTCCACG 
GTGATTTTAGCCACTGATAAGATTACTGGTAAACAATATGCTGTAAAAGTACTTGATAAGCGACATATT 
ATAAAAGAAAAGAAAGTCAAGTATGTCAATATAGAAAAACATGCATTGAATCGATTAAGTAATAGATTA 
GGGGTTATTTCATTATATTTCACCTTCCAGGATAAAGATTCGCTTTATTTTGTTTTGGATTATGCTTCA 
AATGGTGAATTATTGACATTGATCAAGAGATACAATACTTTAAATGAGGAATGTACTAGACATTTTGGT 
GCACAAATATTAGATGCTATTAAATATATGCATGATAATGGTGTTATACATCGAGACCTAAAACCAGAG 
AATATATTATTAGATGACAAAATGAGAATTCAAATTACAGATTTTGGTACTGCAAGATTATTAGAGAAA 
AAGAATGATGAAAGTGAAGAATACCCAGTGGATGTAAGAGCAAAATCATTTGTTGGAACCGCTGAATAT 
GTATCCCCTGAATTATTAGAAAATAAGTATTGTGGTAAACCTGGAGATGTTTGGGCTTTTGGTTGCATC 
ATATATCAAATGATTGCTGGGAAACCACCATTTAAGGCAACTAATGAATATTTAACGTTTCAAAAAATT 
ACGAAATTGCAATTTGCGTTTAGTGCAGGATTCCCTACAATTATTAGAGATTTAATAAAGAAGATTCTT 
GTGTTGCAACCTTCACGACGTGCCACCATTCCAGAAATACAAAAACATTACTTTTTCCAATCGGTCGAC 
TTTAAAGATTTTGATCTGATTTGGTTGTCTGATCCTCCTGAAATAGGACCTTATAAAATGACAGCAAAA 
TCCATGATGAAAGTACCGGAATTGAATAAGGCACCTATAACCACAGTCATTAAGAAGAATGTGAAGAAA 
TCCACAAACTCAAATTCAAATACCAACAATGTCGCCACTGCTGTTGGTGGTAGTAGTAGTAACGGACAT 
AAAGGGTCATCACCGACTCCTGAGAAAGAGCCGAGCCCAGCTACTATTAATAACAAGTCCACAGAAAAA 
GTTAGTGCCGCTAGTGTAGCTGCATATGTTTTAAACAAACCAGCTACAAACCAAAATTCCAGTACATCC 
GAGGATTCATCTAAGCGTAGCAGCAACTCCAATGAAACTCGCAAACTTTCATATTCACAACAGGATTAT 
ATTCCGGGAACAAATATTTTACGTCCACAGATTAGTACTAGACCGTCAGTAGGATCTTATGTGAAAACC 
ACACCATCAAAGGATAGAAAAACATTAACCAAGGTCCCACTGAATATCCATCAACAACAAGAAAAAGTG 
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AAACCGAAAGTAATGGAAGTGAAGCCAGCAACTACATTGGAAGCAGCATGGGAACCATATTTAACCCAT 

CCAGATGAAAGAATACTTCGTATTGGTCCAGTTATTGCTCATAAAGAACCAACAGAACCATTTGAAAAG 

AAGAATAAAGCATCTTTACATATATCACCTTTGGATATAAATAAAGAACAAAGAAGTAGATCCAATACT 

AGTTTACTTACACAAATTGTAAATGAAGTAAACAATAACACCAGCGAATTGAAAAAAGTGGAAAATGCT 

GATGAATCACTTGCCATTATTGAACCACAATATAATATGAAGAGAAGTCCAACTTCTGATAGTAAGAAA 

AGTATGGATATTGAAAGATCTGCATCTACTTCTGGAAGTAGAATTAGTAAGAAGGCAATTTTCAAAAAA 

TTGGGGTTTAGTCATTTAGAAAAAAATGATAGTGAAGAATCAAATGGTCCTAGTTTAACGGAAAAACCA 

CAAACTTGTACATTGGTTGTTACAACTCATGGTCGAGCATTACTTTTCATTAGAAATGATATAGAATCC 

AATTATCTTTTAATTGCTGAAATCAAATTGAAATATCCATTTATTCATTTCCAAGAATTAGTTATATC 

CAAACTAAATTTTCTAAATTAGTACCATCAGTCGGAGTATTTGTCATTAGTTCAATTGATAATTCATTA 

ATTTTTGAAGTAGAAAAATTTGAAGTGAATCAATGGACTGAAGCATTAGCTAAATCTAAATATAATGAA 

ATATAA 

YOL100W_homolog 944 aa public: 1..944 (SEQ ID NO 728) 

MHKFRYSLHQHYSKRNSSDKSKDSPISQNSNEENDSTKLSSSSLQDLHDDLDDI^ 

DTLDSENNQAINKFIDKPPAIHGMEPQLPVMHVSSRLSSLGmTOETGESIAKSAPGTPLSSHSFDFRP 

HHPRAVTNSSLIWLLDTPIWSSEFNHLVDQTPPNESVERFDDSNN^ 

QNEENWEKKGAAVKTIKTMDGEMKTIRRHVTDFKFGKELGEGSYSTVILATDKITG 

IKEKKTOYVNIEKHAI^LSNRLGVIS^^^ 

AQILDAIKYMHDNGVIHRDLKPENILLDDKMRIQITDFGTARLLEKKNDESEEYPVDVRAKSFVGTAEY 
VSPELLENKYCGKPGDVWAFGCIIYQMIAGKPPFKATNEYLTFQKITKLQFAFSAGFPTIIRDLIKKIL 
VLQPSRRATIPEIQKHYFFQSVDFKDFDSIWLSDPPEIGPYKMTAKSMMKVPELNKAPITW 

stnsnsntniwatavgk;sssnghkgssptpekepspatin^ 

edsskrssnsnetrklsysqqdyipgtnilrpqistrpsvgsyvkttpskdrktltkvpsnihqqqekv 
kpkvmevkpattleaawepylthpderilrigpviahkeptepfekknkaslhispldinkeqrsrsnt 
slltqiwevnnntselkkvenadeslaiiepqynmkrsptsdskksmdiersastsgsriskkaifkk 
lgfshlekndseesngpsltekpqtctlvvtthgrallfirndiesnylliaeiklkypfihfqelvis 
qtkfsklvpsvgvfvissidnslifevekfevnqwtealakskynei 

YJL166VLhomolog 288bp Pathoseq: 1..288 (SEQ ID NO 729) 

ATGGCAGGTGCACCACATCCACATACTTATATGGGCTGGTGGGGTAGTTTAGGCTCCCCAAAGCAAAAA 
TATATTACTCAATATACTATTTCTCCATATGCTGCTAAACCATTAAAGGGGGCTGCTTATAATGCTGTT 
TTCAATACTTTTAGAAGAACCAAGAATCAATTTCTTTATGTTGCCATTCCATTTGTTGTTGTTTGGAGT 
ATTTGGACTAGAGCTAGAGATTATAATGAATACTTGTACACTAAAGAAGGTAGAGAAGAATTGGAAAGA 
GTTAATGTTTAA 

YJL166W_homolog 95aa PathoSeq: 1..95 {SEQ ID NO 730) 

MAGAPHPHTYMGWWGSLGSPKQKYITQYTISPYAAKPLKGAAYNAVFNTFRRTKNQFLYVAIPFVVW 
IWTRARDYNEYLYTKEGREELERVNV 

YLR038C_homolog 252bp PathoSeq: 1..252 (SEQ ID NO 731) 

ATGCCAGTCGATCCAGCTACTTTTAAATTCGAAACTCCACAATTTGACCCAAGATTCCCAAACCAAAAC 
CAATCCAAACATTGTGCTCAAGCCTACGTTGATTACCACAAATGTGTCAATGTGAAAGGTGAAGAATTT 
GAACCATGCAAAATCTTTTTCAAAACTTTCACTTCATTATGTCCTTTGGATTGGGTCGAAAAATGGGAT 
GATCAAAGAGCTGCTGGTAAATTCCCAGTCAACATGGACGCTTAG 

YLR038C_homolog 83aa PathoSeq: 1..83 (SEQ ID NO 732) 

MPVDPATFKFETPQFDPRFPNQNQSKHCAQAYVDYHKCVNWGEEFEPCKIFFKTFTSLCPLDWVEKWD 
DQRAAGKFPVNMDA 
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Human horn I ques 

>YGL080W_homolog, CDS: 1-330 bp(SEQ ID NO 675) 

ATGGCGGGCGCGTTGGTGCGGAAAGCGGCGGACTATGTCCGAAGCAAGGATTTCCGGGACTACCTCATG 
AGTACGCACTTCTGGGGCCCAGTAGCCAACTGGGGTCTTCCCATTGCTGCCATCAATGATATGAAAAAG 
TCTCCAGAGATTATCAGTGGGCGGATGACATTTGCCCTCTGTTGCTATTCTTTGACATTCATGAGATTT 
GCCTACAAGGTACAGCCTCGGAACTGGCTTCTGTTTGCATGCCACGCAACAAATGAAGTAGCCCAGCTC 
ATCCAGGGAGGGCGGCTTATCAAACACGAGATGACTAAAACGGCATCTGCATAA 

>YGL08QW_homolog, 109 aa(SEQ ID NO 676) 

MAGALVRKAADYVRSKDFRDYLMSTHFWGPVANWGLPIAAINDMKKSPEIISGRM 
AYKVQPRNWLLFACHATNEVAQLIQGGRLIKHEMTKTASA 

>YGR243W_homolog, CDS: 1-384 bp(SEQ ID NO 677) 

ATGTCGGCCGCCGGTGCCCGAGGCCTGCGGGCCACCTACCACCGGCTCCTCGATAAAGTGGAGCTGATG 
CTGCCCGAGAAATTGAGGCCGTTGTACAACCATCCAGCAGGTCCCAGAACAGTTTTCTTCTGGGCTCCA 
ATTATGAAATGGGGGTTGGTGTGTGCTGGATTGGCTGATATGGCCAGACCTGCAGAAAAACTTAGCACA 
GCTCAATCTGCTGTTTTGATGGCTACAGGGTTTATTTGGTCAAGATACTCACTTGTAATTATTCCAAAA 
AATTGGAGTCTGTTTGCTGTTAATTTCTTTGTGGGGGCAGCAGGAGCCTCTCAGCTTTTTCGTATTTGG 
AGATATAACCAAGAACTAAAAGCTAAAGCACACAAATAA 

>YGR243W_homolog, 127 aa(SEQ ID NO 678) 

MSAAGARGLRATYHRLLDKVELMLPEKLRPLYNHPAGPRTWFW 

AQS AVLMATGFIWSRYSLVI I PKNWSLFAVNFFVGAAGASQLFRIWRYNQELKAKAHK 

>YGR183C_homolog, CDS: 1-399 bp(SEQ ID NO 679) 

ATGGCGGCCGCGACGTTGACTTCGAAATTGTACTCCCTGCTGTTCCGCAGACCTCCACCTTCGCCCTCA 
CCATCATCr^GGGCGTCATGTTCTTCGAGCGCGCCTTr VATCAAGGCGCGGACGCTATCTACGACCACA 
TCAACGAGG^ JAAGCTGTGGAAACACATCAAGCACAAG .ATGAGAACAAGTAGTTCCTTGGAGGCCCCC 
ATCCAGGCCAGAAGGACCAGGTCCACCCAGCAGCTGTTTGCCCAGAGCTGGAGCCTCAGCTTGAAGATG 
ATGCTCAAGGTACTCTTCATGGACCACCATTCGCTGTTGGCAAGAAACGGCTTTACTTACAAAACAGAC 
TCTTTACCTTCTGCTGTGTTTGAAGTATGTTTAGTCAGCATGCTCAGGAAATAA 

>YGR183C_homolog, 132 aa(SEQ ID NO 680) 

MAAATLTSKLYSLLFRRPPPSPSPSSWASCSSSAPSIKARTLSTTTSTRGSCGNTSSTSMRTSSSLEAP 
IQARRTRSTQQLFAQSWSLSLKMMLKVLFMDHHSLLARNGFTYKTDSLPSAVFEVCLVSMLRK 

>YBR009C_homolog, CDS: 1-312 bp(SEQ ID NO 681) 

ATGTCTGGCCGCGGCAAAGGCGGGAAGGGTCTTGGCAAAGGCGGCGCTAAGCGCCACCGTAAAGTACTG 
CGCGACAATATCCAGGGCATCACCAAGCCGGCCATCCGGCGCCTTGCTCGCCGCGGCGGCGTGAAGCGC 
ATCTCCGGCCTCATCTACGAGGAGACTCGCGGGGTGCTGAAGGTGTTCCTGGAGAACGTGATCCGGGAC 
GCCGTGACCTATACAGAGCACGCCAAGCGCAAGACGGTCACCGCCATGGATGTGGTCTACGCGCTCAAG 
CGCCAGGGCCGCACCCTCTACGGTTTCGGTGGTTGA 

>YBR009C_homolog, 103 aa(SEQ ID NO 682) 

MSGRGKGGKGLGKGGAKRHRKVLRDNIQGITKPAIRRLARRGGVKRISGLIYEETRGVIiKVFLENVIRD 
AVTYTEHAKRKTVTAMDWYALKRQGRTLYGFGG 
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>YGR209C_homolog, CDS : 1-318 bp(SEQ ID NO 683) 

ATGGTGAAGCAGATCGAGAGCAAGACTGCTTTTCAGGAAGCCTTGGACGCTGCAGGTGATAAACTTGTA 
GTAGTTGACTTCTCAGCCACGTGGTGTGGGCCTTGCAAAATGATCAACCCTTTCTTTCATTCCCTCTCT 
GAAAAGTATTCCAACGTGATATTCCTTGAAGTAGATGTGGATGACTGTCAGGATGTTGCTTCAGAGTGT 
GAAGTCAAATGCACGCCAACATTCCAGTTTTTTAAGAAGGGACAAAAGGTGGGTGAATTTTCTGGAGCC 
AATAAGGAAAAGCTTGAAGCCACCATTAATGAATTAGTCTAA 

>YGR209C_homolog, 105 aa(SEQ ID NO 684) 

MVKQIESKTAFQEALDAAGDKLVVVDFSATWCGPCKMINPFFHSLSEKYSNVIFLEVDVDDCQDVASEC 
EVKCTPTFQFFKKGQKVGEF SG ANKEKLEATINELV 

>YPR028W_homolog, CDS: 1-594 bp(SEQ ID NO 685) 

CCGAGCGGCGAGACGGTCCCCGCCATGTCTGCGGCCATGAGGGAGAGGTTCGACCGGTTCCTGCACGAG 
AAGAACTGCATGACTGACCTTCTGGCCAAGCTCGAGGCCAAAACCGGCGTGAACAGGAGCTTCATCGCT 
CTTGGTGTCATCGGACTGGTGGCCTTGTACCTGGTGTTCGGTTATGGAGCCTCTCTCCTCTGCAACCTG 
ATAGGATTTGGCTACCCAGCCTACATCTCAATTAAAGCTATAGAGAGTCCCAACAAAGAAGATGATACC 
CAGTGGCTGACCTACTGGGTAGTGTATGGTGTGTTCAGCATTGCTGAATTCTTCTCTGATATCTTCCTG 
TCATGGTTCCCCTTCTACTACATACTGAAGTGTGGCTTCCTGTTGTGGTGCATGGCCCCGAGCCCTTCT 
AATGGGGCTGAACTGCTCTACAAGCGCATCATCCGTCCTTTCTTCCTGAAGCACGAGTCCCAGATGGAC 
AGTGTGGTCAAGGACCTTAAAGACAAGGCCAAAGAGACTGCAGATGCCATCACTAAAGAAGCGAAGAAA 
GCTACCGTGAATTTACTGGGTGAAGAAAAGAAGAGCACCTAA 

>YPR028W_homolog, 197 aa(SEQ ID NO 686) 

PSGETVPAMSAAMRERFDRPLHEKNC^DLLAKLEAKTGWRSFIALGVIGLVALYLVFGYGASLLCNL 
IGFGYPAYISIKAIESPNKEDDTQWLTYWVVYGWSIAEFFSDIFLSWFPFYYILKCGFLLWCMAPSPS 
NGAELLYKRIIRPFFLKHESQMDSVVKDLKDKAKETADAITKEAKKATVNLLGEEKKST 
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Met Asp Gly Ser Gly Glu Gin Leu Gly 
1 ATG GAT GGT TCT GGT GAA CAA TTG GGT 

Lys Thr Gly Ala Phe Leu Leu Gin Gly 
61 AAA ACC GGT GCT TTC TTG TTG CAA GGT 

Glu Thr Pro Glu Leu Thr Leu Glu Gin 
121 GAA ACC CCA GAA TTG ACC TTG GAA CAA 

Glu Cys Leu Arg Arg lie Gly Asp Glu 
181 GAA TGT TTG AGA AGA ATC GGT GAT GAA 

Ala Asp val Asp Thr Asp Ser Pro Arg 
241 GCT GAT GTC GAT ACC GAT TCT CCA AGA 

Ala Asp Gly Asn Phe Asn Trp Gly Arg 
301 GCT GAT GGT AAC TTC AAC TGG GGT AGA 

Val Leu Lys Ala Leu Cys Thr Lys Val 
361 GTC TTG AAA GCT TTG TGT ACC AAA GTC 

Leu Asp Phe Leu Arg Glu Arg Leu Leu 
421 TTG GAT TTC TTG AGA GAA AGA TTG TTG 

Leu Leu Ser Tyr Phe Gly Thr Pro Thr 
4 81 TTG TTG TCT TAC TTC GGT ACC CCA ACC 

Leu Thr Ala Ser Leu Thr lie Trp Lys 
541 TTG ACC GCT TCT TTG ACC ATC TGG AAA 



Ser Gly Gly Pro Thr Ser Ser Glu Gin lie Met 
TCT GGT GGT CCA ACC TCT TCT GAA CAA ATC ATG 

Phe He Gin Asp Arg Ala Gly Arg Met Ala Gly 
TTC ATC CAA GAT AGA GCT GGT AGA ATG GCT GGT 

Pro Pro Gin Asp Ala Ser Thr Lys Lys Leu Ser 
CCA CCA CAA GAT GCT TCT ACC AAA AAA TTG TCT 

Leu Asp Ser Asn Met Glu Leu Gin Arg Met Tie 
TTG GAT TCT AAC ATG GAA TTG CAA AGA ATG ATC 

Glu val Phe Phe Arg Val Ala Ala Asp Met Phe 
GAA GTC TTC TTC AGA GTC GCT GCT GAT ATG TTC 

Val Val Ala Leu Phe Tyr Phe Ala Ser Lys Leu 
GTC GTC GCT TTG TTC TAC TTC GCT TCT AAA TTG 

Pro Glu Leu lie Arg Thr He Met Gly Trp Thr 
CCA GAA TTG ATC AGA ACC ATC ATG GGT TGG ACC 

Val Trp He Gin Asp Gin Gly Gly Trp Glu Gly 
GTC TGG ATC CAA GAT CAA GGT GGT TGG GAA GGT 

Trp Gin Thr Val Thr He Phe Val Ala Gly Val 
TGG CAA ACC GTC ACC ATC TTC GTC GCT GGT GTC 

Lys Met Gly (SEQ ID NO 2) 
AAA ATG GGT TAA (SEQ ID NO 1) 



Fig. 6 



WO 02/064766 



245/251 



PCT/EP01/15398 
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glucose galactose 



GALlP:synthCaBAX 



GALlRGFP-synthCaBAX 
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Fig. 10. 
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